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INFORMAL SEQUENCE LISTING 



SEQ H)NO:l 

5 ABC Transporter 

GL2_9 6_2 COl J33 Fl 

ATGTAGAACATGCGCTGGGGTGGGGGCTTGTAGAGCACACCACCGTACGTGGGCCAGAGCCCACCCAGGATCCGG 
AATAGGGAGCTCTTGCCGCAGCCATTGGGGCCTGTGATGAG 

CTGGGGCACCACAACTCTCCTGANGGCGTGAACGAATCGGGAATGTTTCCATCCCGTGCGAAGGAAGTCTMNGTG 

10 TCGACGCGCTCTCGNCTCATCACAACACTCCAACAAACACGTGGGCTCGGAATCTTCAAGGGGGGGGCCATCCAG 

AAAACAGCGAACAAACCACTGAACCTGGGGCGTAGATGAGGCTCNCACCCAAGATAAAACACCCCGGGGCGCCTT 

GGGAAGACCCGGGTCTCCCGTCCCTTAANACGTTCTCCCCATGTGGCGGGGCCCACTCCCTTCTTGGTNACAACN 

GGCTTGGCACCAAGACCAGGCCGCTCGCAACACCGCAGTCCGCGTTTTTCTC^aAC^GCAAAGTTT^ 

^GTAGGAAGAAAACCGAAAGAGTTTCCGATTCCACAGGAGTTTGG 

15 NNGCCGCACTTCGAGTCTAGCGGATTTATATATAGACACGCCGCAACTAGNGAGCGTCCCCTCGAAAAGAGCCCN 

AGNTTACACNCCCGGGGGGTATCCGGTCAAAAGCAGCCCNTTACCCTCCCCTTNTTTTGGTGGTTAATACCGGCG 
GAAAAAAC 

SEQ ID NO:2 
20 ABC transporter> 

GGACGCGCCTGGTGCCCCGGGGAGGGGCGCCACCGGGGGAGGAGGAGGAG 

GAGAAGGTGGAGAGGAAGAGACGCCCCCTCTGCCCGAGACCTCTCAAGGC 

CCTGACCTCAGGGGCCAGGGCACTGACAGGACAGGAGAGCCAAGTTCCTC 

CACTTGGGCTGCCCGAAGAGGCCGCGACCCTGGAGGGCCCTGAGCCCACC 
25 GCACCAGGGGCCCCAGCACCACCCCGGGGGCCTAAAGCGACAGTCTCAGG 

GGCCATCGCAAGGTTTCCAGTTGCCTAGACAACAGGCCCAGGGTCAGAGC 

AACAATCCTTCCAGCCACCTGCCTCAACTGCTGCCCCAGGCACCAGCCCC 

AGTCCCTACGCGGCAGCCAGCCCAGGTGACATGCCGGTGCTCTCCAGGCC 

CCGGCCCTGGCGGGGGAACACGCTGAAGCGCACGGCCGTGCTCCTGGCCC 
3 0 TCGCGGCCTATGGAGCCCACAAAGTCTACCCCTTGGTGCGCCAGTGCCTG 

GCCCCGGCCAGGGGTCTTCAGGCGCCCGCCGGGGAGCCCACGCAGGAGGC 

CTCCGGGGTCGCGGCGGCCAAAGCTGGCATGAACCGGGTATTCCTGCAGC 

GGCTCCTGTGGCTCCTGCGGCTGCTGTTCCCCCGGGTCCTGTGCCGGGAG 

ACGGGGCTGCTGGCCCTGCACTCGGCCGCCTTGGTGAGCCGCACCTTCCT 
3 5 GTCGGTGTATGTGGCCCGCCTGGACGGAAGGCTGGCCCGCTGCATCGTCC 

GCAAGGACCCGCGGGCTTTTGGCTGGCAGCTGCTGCAGTGGCTCCTCATC 

GCCCTCCCTGCTACCTTCGTCAACAGTGCCATCCGTTACCTGGAGGGCCA 

ACTGGCCCTGTCGTTCCGCAGCCGTCTGGTGGCCCACGCCTACCGCCTCT 

ACTTCTCCCAGCAGACCTACTACCGGGTCAGCAACATGGACGGGCGGCTT 
40 CGCAACCCTGACCAGTCTCTGACGGAGGACGTGGTGGCCTTTGCGGCCTC 

TGTGGCCCACCTCTACTCCAACCTGACCAAGCCACTCCTGGACGTGGCTG 

TGACTTCCTACACCCTGCTTCGGGCGGCCCGCTCCCGTGGAGCCGGCACA 

GCCTGGCCCTCGGCCATCGCCGGCCTCGTGGTGTTCCTCACGGCCAACGT 

GCTGCGGGCCTTCTCGCCCAAGTTCGGGGAGCTGGTGGCAGAGGAGGCGC 

45 

GGCGGAAGGGGGAGCTGCGCTACATGCACTCGCGTGTGGTGGCCAACTCG 
GAGGAGATCGCCTTCTATGGGGGCCATGAGGTGGAGCTGGCCCTGCTACA 
GCGCTCCTACCAGGACCTGGCCTCGCAGATCAACCTCATCCTTCTGGAAC 
GCCTGTGGTATGTTATGCTGGAGCAGTTCCTCATGAAGTATGTGTGGAGC 
GCCTCGGGCCTGCTCATGGTGGCTGTCCCCATCATCACTGCCACTGGCTA 
50 CTCAGAGTCAGATGCAGAGGCCGTGAAGAAGGCAGCCTTGGAAAAGAAGG 
AGGAGGAGCTGGTGAGCGAGCGCACAGAAGCCTTCACTATTGCCCGCAAC 
CTCCTGACAGCGGCTGCAGATGCCATTGAGCGGATCATGTCGTCGTACAA 
GGAGGTGACGGAGCTGGCTGGCTACACAGCCCGGGTGCACGAGATGTTCC 
AGGTATTTGAAGATGTTCAGCGCTGTCACTTCAAGAGGCCCAGGGAGCTA 

55 

GAGGACGCTCAGGCGGGGTCTGGGACCATAGGCCGGTCTGGTGTCCGTGT 
GGAGGGCCCCCTGAAGATCCGAGGCCAGGTGGTGGATGTGGAACAGGGGA 
TCATCTGCGAGAACATCCCCATCGTCACGCCCTCAGGAGAGGTGGTGGTG 
GCCAGCCTCAACATCAGGGTGGAGGAAGGCATGCATCTGCTCATCACAGG 
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CCCCAATGGCTGCGGCAAGAGCTCCCTGTTCCGGATCCTGGGTGGGCTCT 
GGCCCACGTACGGTGGTGTGCTCTACAAGCCCCCACCCCAGCGCATGTTC 
TACATCCCGCAGAGGCCCTACATGTCTGTGGGCTCCCTGCGTGACCAGGT 
GATCTACCCGGACTCAGTGGAGGACATGCAAAGGAAGGGCTACTCGGAGC 
5 AGGACCTGGAAGCCATCCTGGACGTCGTGCACCTGCACCACATCCTGCAG 
CGGGAGGGAGGTTGGGAGGCTATGTGTGACTGGAAGGACGTCCTGTCGGG 
TGGCGAGAAGCAGAGAATCGGCATGGCCCGCATGTTCTACCACAGGCCCA 
AGTACGCCCTCCTGGATGAATGCACCAGCGCCGTGAGCATCGACGTGGAA 
GGCAAGATCTTCCAGGCGGCCAAGGACGCGGGCATTGCCCTGCTCTCCAT 

10 

CACCCACCGGCCCTCCCTGTGGAAATACCACACACACTTGCTACAGTTCG 

ATGGGGAGGGCGGCTGGAAGTTCGAGAAGCTGGACTCAGCTGCCCGCCTG 

AGCCTGACGGAGGAGAAGCAGCGGCTGGAGCAGCAGCTGGCGGGCATTCC 

CAAGATGCAGCGGCGCCTCCAGGAGCTCTGCCAGATCCTGGGCGAGGCCG 

TGGCCCCAGCGCATGTGCCGGCACCTAGCCCGCAAGGCCCTGGTGGCCTC 
1 5 CAGGGTGCCTCCACCTGACACAACCGTCCCCGGCCCCTGCCCCGCCCCCA 

AGCTCGGATCACATGAAGGAGACAGCAGCACCCACCCATGCACGCACCCC 

GCCCCTGCATGCCTGGCCCCTCCTCCTAGAAAACCCTTCCCGCCCTCGGG 

AAAGTAGATGTGGAGGGTGGCGCCCTGCGTAACCCTCGCCCTGTCCCTCC 

CACTCCCTGGGGGCGCTGTTCCACAGTGACTGGGCCCTGTCCAGGGCAGT 
20 GAGTCCTCTACTTTGCTCCGTGGAGGAAGCTGGGGTACAAGGGGCCCAGT 

GCTGGCCACACAGCAGCGCAGCCGAGCCCCAGGAGCCCGTCAGGCCACAG 

CCCCTGGCACTGCAGGTGGCCTCCCTCCAGAGACTCGAGTCCCCATGATT 

CCCTCCTCGTCAGTCTCTCAAAGACCCCATGGTCCATCCCCTGAGGGTGG 

TCAGCCAAGGCTCCCGTTCCGTGGGATGCCATAAAAGCCGCCCAGTGGGA 
25 CCCACAGTCACACAGAGCGCCTCACCTGCATCCTCTCCCCCACAAGAGCC 

CCAAAGATCCCACGGGAGAGGGGAGAGGGACGCACAGCACTGCCTGCCAA 

GCGAGAATGCAGGCCCCGCCCCCTCGGCCCCTCACCACCTCTTTCTACAG 

CCTAATTTATTGGATTCCCTATTCGTAGCCATCTCCGTGGCCAATGTGAC 

TACCGTGCCAGCAGCGGGGGCGGCCCAGCCTCTGAGTCCCGTGGGGCCCC 
30 GGCTCCCACCGGTGCCAAACCCAGCCCCTGCGGCCGTCACCCCGCCAGCC 

TACACTGCCAGCCGCCACCGGGGCACACGGGCCTCTGCTTGCCAGCCAGG 

AGTGCGGACACCATGTTCCCAGCTCAGTGCCAAAGAGGGGTCACCAGGGG 

GAGCTGTCTGCGGAGCCAGCGCCTGCCCGAGAGAGACCCCACCGCCACCG 

TGTGCCTTTCCCGGGCCCTCAGCCCTCGGGCCGGGCACCACCCCCAGTCC 
35 CC C CAGTAAAAGCCTCCACTGGCAAAAAAAAAAAAAAAAAAAA 

SEQ ID N0:3 

>gi| 7262392 |ref | NMJ)00033 . 2 | Homo sapiens ATP-binding cassette, sub-family 
D (ALD) , member 1 (ABCD1) , mRNA 

40 GCGGACGGACGCGCCTGGTGCCCCGGGGAGGGGCGCCACCGGGGGAGGAGGAGGAGGAGAAGGTGGAGAG 
GAAGAGACGCCCCCTCTGCCCGAGACCTCTCAAGGCCCTGACCTCAGGGGCCAGGGCACTGACAGGACAG 
GAGAGCCAAGTTCCTCCACTTGGGCTGCCCGAAGAGGCCGCGACCCTGGAGGGCCCTGAGCCCACCGCAC 
CAGGGGCCCCAGCACCACCCCGGGGGCCTAAAGCGACAGTCTCAGGGGCCATCGCAAGGTTTCCAGTTGC 
CTAGACAACAGGCCCAGGGTCAGAGCAACAATCCTTCCAGCCACCTGCCTCAACTGCTGCCCCAGGCACC 

45 AGCCCCAGTCCCTACGCGGCAGCCAGCCCAGGTGACATGCCGGTGCTCTCCAGGCCCCGGCCCTGGCGGG 
GGAACACGCTGAAGCGCACGGCCGTGCTCCTGGCCCTCGCGGCCTATGGAGCCCACAAAGTCTACCCCTT 
GGTGCGCCAGTGCCTGGCCCCGGCCAGGGGTCTTCAGGCGCCCGCCGGGGAGCCCACGCAGGAGGCCTCC 
GGGGTCGCGGCGGCCAAAGCTGGCATGAACCGGGTATTCCTGCAGCGGCTCCTGTGGCTCCTGCGGCTGC 
TGTTCCCCCGGGTCCTGTGCCGGGAGACGGGGCTGCTGGCCCTGCACTCGGCCGCCTTGGTGAGCCGCAC 

50 CTTCCTGTCGGTGTATGTGGCCCGCCTGGACGGAAGGCTGGCCCGCTGCATCGTCCGCAAGGACCCGCGG 
GCTTTTGGCTGGCAGCTGCTGCAGTGGCTCCTCATCGCCCTCCCTGCTACCTTCGTCAACAGTGCCATCC 
GTTACCTGGAGGGCCAACTGGCCCTGTCGTTCCGCAGCCGTCTGGTGGCCCACGCCTACCGCCTCTACTT 
CTCCCAGCAGACCTACTACCGGGTCAGCAACATGGACGGGCGGCTTCGCAACCCTGACCAGTCTCTGACG 
GAGGACGTGGTGGCCTTTGCGGCCTCTGTGGCCCACCTCTACTCCAACCTGACCAAGCCACTCCTGGACG 

55 TGGCTGTGACTTCCTACACCCTGCTTCGGGCGGCCCGCTCCCGTGGAGCCGGCACAGCCTGGCCCTCGGC 
CATCGCCGGCCTCGTGGTGTTCCTCACGGCCAACGTGCTGCGGGCCTTCTCGCCCAAGTTCGGGGAGCTG 
GTGGCAGAGGAGGCGCGGCGGAAGGGGGAGCTGCGCTACATGCACTCGCGTGTGGTGGCCAACTCGGAGG 
AGATCGCCTTCTATGGGGGCCATGAGGTGGAGCTGGCCCTGCTACAGCGCTCCTACCAGGACCTGGCCTC 
GC^GATCAACCTCATCCTTCTGGAACGCCTGTGGTATGTTATGCTGGAGCAGTTCCTCATGi^ 

60 TGGAGCGCCTCGGGCCTGCTCATGGTGGCTGTCCCCATCATCACTGCCACTGGCTACTCAGAGTCAGATG 

cagaggccgtgaagaaggcagccttggaaaagaaggaggaggagctggtgagcgagcgcacagaagcctt 
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C^CTATTGCCCGC^CCTCCTGACAGCGGCTGCAGATGCCATTGAGCGGATC^TGTCGTCGTACAAGGA^ 
GTGACGGAGCTGGCTGGCTACACAGCCCGGGTGCACGAGATGTTCCAGGTATTTGAAGATGTTCAGCGCT 
GTCACTTCAAGAGGCCCAGGGAGCTAGAGGACGCTCAGGCGGGGTCTGGGACCATAGGCCGGTCTGGTGT 
CCGTGTGGAGGGCCCCCTGAAGATCCGAGGCCAGGTGGTGGATGTGGAACAGGGGATCATCTGCGAGAAC 
5 ATCCCCATCGTCACGCCCTCAGGAGAGGTGGTGGTGGCCAGCCTCAACATCAGGGTGGAGGAAGGCATGC 
ATCTGCTCATCACAGGCCCCAATGGCTGCGGCAAGAGCTCCCTGTTCCGGATCCTGGGTGGGCTCTGGCC 
CACGTACGGTGGTGTGCTCTACAAGCCCCCACCCCAGCGCATGTTCTACATCCCGCAGAGGCCCTACATG 
TCTGTGGGCTCCCTGCGTGACCAGGTGATCTACCCGGACTCAGTGGAGGACATGCAAAGGAAGGGCTACT 
CGGAGCAGGACCTGGAAGCCATCCTGGACGTCGTGCACCTGCACCACATCCTGCAGCGGGAGGGAGGTTG 

10 GGAGGCTATGTGTGACTGGAAGGACGTCCTGTCGGGTGGCGAGAAGCAGAGAATCGGCATGGCCCGCATG 
TTCTACCACAGGCCCAAGTACGCCCTCCTGGATGAATGCACCAGCGCCGTGAGCATCGACGTGGAAGGCA 
AGATCTTCCAGGCGGCCAAGGACGCGGGCATTGCCCTGCTCTCCATCACCCACCGGCCCTCCCTGTGGAA 
ATACCACACACACTTGCTACAGTTCGATGGGGAGGGCGGCTGGAAGTTCGAGAAGCTGGACTCAGCTGCC 
CGCCTGAGCCTGACGGAGGAGAAGCAGCGGCTGGAGCAGCAGCTGGCGGGCATTCCCAAGATGCAGCGGC 

15 GCCTCCAGGAGCTCTGCCAGATCCTGGGCGAGGCCGTGGCCCCAGCGCATGTGCCGGCACCTAGCCCGCA 
AGGCCCTGGTGGCCTCCAGGGTGCCTCCACCTGACACAACCGTCCCCGGCCCCTGCCCCGCCCCCAAGCT 
CGGATCACATGAAGGAGACAGCAGCACCCACCCATGCACGCACCCCGCCCCTGCATGCCTGGCCCCTCCT 
CCTAGAAAACCCTTCCCGCCCTCGGGAAAGTAGATGTGGAGGGTGGCGCCCTGCGTAACCCTCGCCCTGT 
CCCTCCCACTCCCTGGGGGCGCTGTTCCACAGTGACTGGGCCCTGTCCAGGGCAGTGAGTCCTCTACTTT 

20 GCTCCGCGGAGGAAGCTGGGGTACAAGGGGCCCAGTGCTGGCCACACAGCAGCGCAGCCGAGCCCCAGGA 
GCCCGTCAGGCCACAGCCCCTGGCACTGCAGGTGGCCTCCCTCCAGAGACTCGAGTCCCCATGATTCCCT 
CCTCGTCAGTCTCTCAAAGACCCCATGGTCCATCCCCTGAGGGTGGTCAGCCAAGGCTCCCGTTCCGTGG 
GATGCCATAAAAGCCGCCCAGTGGGACCCACAGTCACACAGAGCGCCTCACCTGCATCCTCTCCCCCACA 
AGAGCCCCAAAGATCCCACGGGAGAGGGGAGAGGGACGCACAGCACTGCCTGCCAAGCGAGAATGCAGGC 

25 CCCGCCCCCTCGGCCCCTCACCACCTCTTTCTACAGCCTAATTTATTGGATTCCCTATTCGTAGCCATCT 
CCGTGGCCAATGTGACTACCGTGCCAGCAGCGGGGGCGGCCCAGCCTCTGAGTCCCGTGGGGCCCCGGCT 
CCCACCGGTGCCAAACCCAGCCCCTGCGGCCGTCACCCCGCCAGCCTACACTGCCAGCCGCCACCGGGGC 
ACACGGGCCTCTGCTTGCCAGCCAGGAGTGCGGACACCATGTTCCCAGCTCAGTGCCAAAGAGGGGTCAC 
CAGGGGGAGCTGTCTGCGGAGCCAGCGCCTGCCCGAGAGAGACCCCACCGCCACCGTGTGCCTTTCCCGG 

30 GCCCTCAGCCCTCGGGCCGGGCACCACCCCCAGTCCCCCCAGTAAA 

SEQ ID NO:4 

>gi | 7262393 | ref |NP_000024 . 2 | ATP-biriding cassette, sub- family D (ALD) , 
member 1; adrenoleukodys trophy protein [Homo sapiens] 
35 MPVLSRPRPWRGNTLKRTAVLLALAAYG^ 

FLQRLLWLLRLIiFPRVLCRETGLLALHSAAL^ 

ALPATFVNS AI RYLEGQLALS FRSRLVAHAYRL YFS QQTYYRVSNMDGRLRNPDQ S LTED WAFAAS VAH 
LYSNLTKPLIiDVAWSYTLLRAARSRGAGTAWPSAIAGLWFL^ 
YMHSRWANSEEIAFYGGHEVELALLQRSYQDLASQINLI^ 
40 IITATGYSESDAEAVKKAALEKKEEEIiVSERTEAFTIARl^LTAAADAIERIMSSYKEVTEIA 

EMFQVFEDVQRCHFKRPRELEDAQAGSGTIGRSGVRVEGPLKIRGQWDVEQGIICENIPIVTPSGEWV 
ASLNIRVEEGMHLLITGPNGCGKSSLFRILGGLWPTYGGVLYKPPPQRMFYIPQRPYMSVGSLRDQVIYP 
DSVEDMQRKGYSEQDLEAILDVVHLHHILQREGGWEAMCDWKDVL 

CTSAVSIDVEGKIFQAAKDAGIALLSITHRPSLWKYlITHLLQFDGEGGWKFEKLDSAARLSLTEEKQRIjE 
45 QQIiAGIPKMQRRLQELCQILGEAVAPAHVPAPSPQGPGGLQGAST 

SEQ ID NO:5 

PCBPl 

GIi2_131_2_M13F 

50 GCTGCGGATCAACATCTCGGAGGGGAATTGTCCGGAGAGAATCATCACATCATGACCGGCCCCACCAATGCCATC 
TTTAAGAGCTTTCGCTATGATCATCGACAAGACTGGAGGAAGATATCAACAGCTCCATGACCAACAGTACCGCGG 
CACAGCAGGCCCCACGGGTCACCCTGAGGCTGGATGGTGCCGGCCACCCAGATGCGGCTCCCTGATANGGGAAAG 
GCGGGTGTAAGATCAAAGAGATCANNAGAGAGTACGGGGNGCGCAGGTCCAAGGAATGGCAGGAGGGATATGCAT 
GCCCAAAAACAACCGAGACGGGCC?U\ANACCATAGCTGGACAGTGCCGAAGGACTGTCACCNGAAGAT 

SEQ ID NO:6 

GL2-77-2M13R 

CGCTGCGGCCTCCCGCCCGCTCCCGCTCGCTCCCGCGGCCTCGCTCGCCTCGCGCCGGCAGTTTTGGGCCTACAC 
CTCCCCTCCCCCCGCCAGCCGCCAAAGACTTGACCACGTAACGAGCCCAACTCCCCCGAACGCCGCCGCCGCTCG 

60 

CCATGGATGCCGGTGTGACTGAAAGTGGACTAAATGTGACTCTCACCATTCGGCTTCTTATGCACGGAAAGGAAG 
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TAGGAAGCATCATTGGGAAGAAAGGGGAGTCGGTATAAGAGGATC CGCGAGG 

TCGGAGGGGAATTTGTAC CGGAGAGAATCAT CACTCTG ACCGGCN C C CAACAAATG CACAAN CNTAAAGG ACNT A 

AACGACAAATAGAATGATACGACAAANCTAGAGAGAAGATATCAACAGACTCCAATGAACAAAANAA 

GACAGACAGGAACCCCNGGAAC 

5 

SEQ ID NO:7 

GL2_209_3_M13R 

CTTGAATCGAGTAGGCATCCAGAGGTGGTCCCTCCAGGTCATGGGTGGCATGGGGGTAGCCCGCAGCGTCGCTGC 
ACCGATCTTGGCCGCCCGCGCAGATGACTGGGGAGCTGGCCGGCATGGGCTGGTACGGAATGGTCATGACTCTCC 
10 ACTTGGCGGAGACCTGGGCAGAGGCCGGTTCTCCCAGGGCAATGACCCCAGGCAAATCTGCTTGAGACACACCTA 
CGGTGCACAGACTGGCGGGGCAACGGCACAGAGCAGAAGTTGCGGTGAACAGCTGGGCACACAAGGACGA 

SEQ ID NO:8 

GL2_131_3_M13F 

15 CATGGATGCCGGTGTGACTGAAAGTGGACTATU^TGTGACTCTCACCATTCGGCTTCTTATGCACGGAAAGGAAGT 
AGGAAGCATCATTGGGAAGAAAGGGGAGTCGGTTAAGAGGATCCGCGAGGAGAGTGGCGCGCGGATCAACATCTC 
GGAGGGGAATTGTCCGGAGAGAATCATCACTCTGACCGGCCCCACCAATGCCATCTTTAAGACTTTCGCTATGAT 
CATCGACAAGCTGGAGGAAGATATCAACAGCTCCATGACCAACAGTACCGCGGCCAGCAGGCCCCCGGTCACCCT 
GAGGCTGGTGGTGCCGGCCACCCAGTGCGGCTCCCTGATTGGGAAAGGCGGGTGTAAGATCAAAGAGATCCGCG 

20 

SEQ ID NO:9 

GL2_2 0 5_C0 5_G3 Fl 

AGAGGCGCAGCGGTCGCAGCGNTGGCTCAGTGTGCTGGGTTCTTGCGGCTTGAATCGAGTAGGCATCCAGAGGTG 
GTCCCTCCAGGTCATGGGTGGCATGGGGGTAGCCCGCAGCGTCGCTGCACCGATCTTGGCGCCCGCGCAGATGAC 

25 TGGGGAGCTGGCCGGCATGGGCTGGTACGGAATGGTCATGACTCTCCCTTGCGGAGACTGGGAGAGCGTCTCCAG 
CATGACCAGGCAAATCTGCTTGACACACTCGGTGACAGACTGCGGCACGCCAGCGATGGTGATGGCCCGCTCGGT 
GGAGTTTGGGCAGCATATCC CCCGCAACTGGAC CTGCGCCC CCGTACTCTCGCGGATCTCTTTGATCTTACACCC 
GCCTTTCCCAATCAGTGGAGCCGCACTGGGTGGGCGGCAACAACAGCTCAGGGTGACCGGGGGCCTGCTGGCCGC 
GGTACTGTTTGGTCATGGAGCTGTTGATATCTTCCTCCAGCTTGTCGATGATCATAGCGAAAGCCTTAAAGATGG 

30 CATTGGTGGGGCCGGTCAGAGTGATGATTCTCTCCGGACAATTCCCCTCCGAGATGTTTGATCCGGGCGCCACTC 
TCCTCGCGGATCCTCTTAACGAATCCCCTTTCTTCCCAATGATGCTTCTACTTCCTTTCCGTGCATAGGAAGCCG 
AATGGTGAGAGTCACATTTTAGTCCACTTTTCAGTCACACCGGGGATCCATGGNCGANCGGGCGGGGACGGGCGT 
ACGGGGGAATTGGGCTCGTAACAGTTGGNCCAGNTCNTT^ 

CGGGGAGAAGAAGGCACGACAACAGAGTGCGGAGGACAACCAACACAACAAGGTAAAAAA 

35 

SEQ ID NO: 10 

GL2_131_3_M13R 

CTTGAATCGAGTAGGCATCCAGAGNGTGGTCCCTCCAGGTCATGGGTGGCATGGGGGTAGCCCGCAGCGTCGCTG 
CACCGATCTTGGCCGCCCGCGTAGATGACTGGGGAGCTGGCCGGCATGGGCTGGTACGGAATGGTCATGACTCTC 

40 CCTTGCGGAGACTGGGAGAGCGTCTCCAGCATGACCAGGCAAATCTGCTTGACACACTCGGTGACAGACTGCGGC 
ACGCCAGCGATGGTGATGGCCCGCTCGGNGAGAGTTAGGGCACGCAATATCCCCACGAACAAACTGGAACTGACG 
GCCCCCGAAACTCTACGCNAGATACTCNTTAAGAAACTTNACACCCGGACTTATACCCAAATCAGAGAAGCCGCA 
ACATGGGTGGCACCGGAAAACAACAGAACTCCAGGGGATGAACCGGAGGGGACATAGAAAGGGAACAGACGGGGA 
TACCATAGGTCTGGCGGTCCCAATGGGGAGGCCTGCNTATGAACTAAATCCTTACCCTTCCCAANCACATAGGNA 

45 TCCGGAATGGAAATGAAATAGGCGGAAAAANGTCCCTTTAAAACAGAAAATNGGGCAACTTNGNAAGGGGGGGAC 
CACGAGACANAACAAACCGAAGACATACGC^^CCAGGGAACAAAANTTACCCCGACACGCAGAGAAGGNTGGACA 
NCACGGCACAGACCACAGTACCCATCNNAGACGGACACCG 

SEQIDNOrll 

50 GL2__2 09_1_M13R 

CTTGAATCGAGTAGGCATCCAGAGGTGGTCCCTCCAGGTCATGGGTGGCATGGGGGTAGCCCGCAGCGTCGCTGC 
ACCGATCTTGGCCGCCCGCGCAGATGACTGGGGAGCTGGCCGGCATGGGCTGGTACGGAATGGTCATGACTCTCC 
CTTGCGGAGACTGGGAGAGCGTCTCCAGCATGACCAGGCAAATCTGCTTGACACACTCGGTGACAGACTGCGGCA 
CGCCAGCGATGGTGATGGCCCGCTCGGTGGAGTTGGGCAGCATATCCCCCGCACACCTGGACCTGCGCCCCCGTA 
55 CTCTCGCGGATCTCTTATGATCTTAACAACACACGAGACNTTTTTCNCANCAAAATCCAGGGAGC 

GAGTGAGCCCGGACACCACACAGACCTCAGGGTGACCGGGGGCCTGCATGGCCGACGGATACNGAANGGTCATGG 
ACGCTGTGATATCTTCCTCCAGCTAGTCGATGATCATAGCGAAAAGCCCCTTTCACAACGAAATGAGGCCATTNG 
AGATNGGGGCGGCCCGGGATCCAGGAAGGTTCGCACTAGGAACTNACGTACCATTATCCCCAGGGAGAAAACNCC 
AGAACAATATTACACCCACCCACCGATTACCCCAAGAAAGAAA 

60 
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SEQIDNO:12 

GL2_131_2_M13R 

CTTGAATCGAGTAGGCATCCAGAGGTGGTCCCTCCAGGTCATGGGTGGCATGGGGGTAGCCCGCAGCGTCGCTGC 
GCCGATCTTGGCCGCCCGCGC^GATGACTGGGGAGCTGGCCGGa\TGGGCTGGTACGGAATGGTCATGACTCTCC 
5 CTTGCGGAGACTGGGAGAGCGTCTCCAGCATGACCAGGCAAATCTGCTTGACACACTCGGTGAC^ 

CGCCAGCGATGGTGATGGCCCGCTCGGTGGAGTTGGGCAGCATATCCCCACGAGCANCTGGACCTGCGCCCCCGA 
TACTCTCGACGGATCTCTTTGATCTTACACCCGACCTTTCCCAATCAGGGAAGCCGCACATGGGATGGCACGGCA 
CCACCAGACCTCAGGGATGACCAGGGAGGCCTGCATGGACCGCAGGATACTGATAGGATCATGGAGNCTGATAGA 
TATCTTCCCTCCAGACTATGNTCGATGATCAATAAGGCGGAAAAGGCCATAAANAGNAATGGGCAATTAGGGATC 
1 0 GGGAGGACCAGGATCAAGA 

SEQIDNO:13 

GL2_81_1JVI13F 

CTTGAATCGAGTAGGCATCC^GAGGTGGTCCCTCC^GG 

15 TTTCGGGGGAAGGAGTAAAGGCCCCCACCGGGACCAATTGGCAGGGTCCGCTGCNACCGATACTTGGCCTGCCGC 
GCAGATGACTGGGGAGCTGGTCGGCATGGGCTGGTACGGAATGGTCATGACTCTCCCTTGCGGAGACTGGGAGAG 
CGTCTCCAGCATGACCAGGCAAATCTGCTTGACACACTCGGTGACAGACTGCGGCACGCCAGCGATGGTGATGGC 
CCGCTCGGTGGAGTTGGGCAGCATATCCCCCGCCACCTGGACCTGCGCCCCCGTACTCTCGCGGATCTCTTTGAT 
CTTACACCCGCCTTTCCCT^TCAGGGAGCCGCACTGGGTGGCCGGCACCACCAGCCTCAGGGTGACCGGGGGCCT 

20 GCTGGCCGCGGTACTGTTGGTCATGGGGCTGTTGATATCTTCCTCCAGCTTGTCG 

SEQIDNO:14 

GL2_77_1_M13F 

CTTGAATCGAGTAGGCATCCAGAGGTGGTCCCTCCAGGTCATGGGTGGCATGGGGGTAGCCCGCAGCGTCGCTGC 
25 ACCGATCTTGGCCGCCCGCGCAGATACTGGGGAGCTGGCCGGCATGGGCTGGTACGGAATGGTCATGACTCTCCC 
TTGCGGAGACTGGGAGAGCGTCTCCAGCATGACCAGGCAAATCTGCTTGACACCCTCGGTGACAGACTGCGGCAC 
GCCAGCGATGGTGATGGCCCGCTCGGTGGAGTTGGGCAGCATATCCCCCGCCACCTGGACCTGCGCCCCCGTACT 
CTCGCGGATCTCTTTGATCTTACACCCGCCTTTCCCAATCAGGGAGCCGCACTGGGTGGCCGGCACCACCAGCCT 
^ CAGGGTGACCGGGGGCCTGCTGGCCGCGGTACTGTTGGTCATGGAGCTGTTGATAT 

SEQIDNO:15 

GL2_77_1_M13R 

AGCTTGGTACGAGCTCGGATCACTAGTAACGGCCGCCAGTGTGCTGGAATTCGCCCTTCGAGGAGAGTGGCGCGC 

GGATCAACATCTCGGAGGGGAATTGTCCGGAGAGAATCATCACTCTGACCGGCCCCACCAATGCCATCTTTAAGG 

35 CTTTCGCTATGATCATCGACAAGCTGGAGGAAGATATCAACAGCTCCATGACCAACAGTACCGCGGCCAGCAGGC 

CCCCGGTCACCCTGAGGCTGGTGGTGCCGGCCACCCAGTGCGGCTCCCTGATTGGGAAAGGCGGGTGTAAGATCA 

AAGAGATCCGCGAGAGTACGGGGGCGCAGGTCCAGGTGGCGGGGGATATGCTGCCCAACTCCACCGAGCGGGCCA 

TCACCATCGCTGGCGTGCCGCAGTCTGTCACCGAGGGTGTCAAGCAGATTTGCCTGGTCATGCTGGAGACGCTCT 

CCCAGTCTCCGCAAGGGAGAGTCATGACCATTCCGTACCAGCCCATGCCGGCCAGCTCCCCAGTATCTGCGCGGG 

40 CGGCCAAGATCGGTGCAGCGACGCTGCGGGCTACCCCCATGCCACCCATGACCTGGAGGGACCACCTCTGGATGC 
CTACTCGATTCAAG 

SEQIDNO:16 

GL2_77_2_M13F 

45 CTTGAATCGAGTAGGCATCCAGAGGTGGTCCCTCCAGGTCATGGGTGGCATGGGGGTAGCCCGCAGCGTCGCTGC 
ACCGATCTTGGCCGCCCGCGCAGATACTGGGGAGCTGGCCGGCATGGGCTGGTACGGAATGGTCATGACTCTCCC 
TTGCGGAGACTGGGAGAGCGTCTCCAGCATGACCAGGCAAATCTGCTTGACACACTCGGTGACAGACTGCGGCAC 
GCCAGCGATGGTGATGGCCCGCTCGGTGGAGTTGGGCAGCATATCCCCCGCCACCTGGACCTGCGCCCCCGTACT 
CTCGCGGATCTCTTTGATCTTACACCCGCCTTTCCCAATCAGGGAGCCGCACTGGGTGGCCGGCACCACCAGCCT 

50 CAGGGTGACCGGGGGCCTGCTGGCCGCGGTACTGTTGGTCATGGAGCTGTTGATATCTTCCTCCAGCTTGTCGAT 

GATCATAGCGAAAGCCTTAAAGATGGCATTGGTGGGGCCGGTCAGAGTGATGATTCTCTCCGGACAATTCCCCTC 

CGAGATGTTGATCCGCGCGCCATCTCCTCGCGGATCCTCTTAAACCGATCCCCTTTCTTCCCAATGATGCTTCTA 
CTTCTTTCCGTGCATAGAA 

55 SEQIDNO:17 

GL2_77_3_M13F 

CTTGAATCGAGTAGGCATCCAGAGGTGGTCCCTCCAGGTCATGGGTGGCATGGGGGTAGCCCGCAGCGTCGCTGC 
ACCGATCTTGGCCGCCCGCGCAGATACTGGGGAGCTGGCCGGCATGGGCTGGTACGGAATGGTCATGACTCTCCC 
TTGCGGAGACTGGGAGAGCGTCTCCAGCATGACCAGGCAAATCTGCTTGACACACTCGGTGACAGACTGCGGCAC 
60 GCCAGCGATGGTGATGGCCCGCTCGGTGGAGTTGGGCAGCATATCCCCCGCCACCTGGACCTGCGCCCCCGTACT 
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CTCGCGGATCTCTTTGATCTTACACCCGCCTTTC 
CAGGGTG 

SEQIDNO:18 

5 GIi2J77_4JM13F 

CTTGAATCGAGTAGGCATCCAGAGGTGGTCCCTCCAGGTCATGGGTGGCATGGGGGTAGCCCGCAGCGTCGCTGC 
ACCGATCTTGGCCGCCCGCGCAGATACTGGGGAGCTGGCCGGCATGGGCTGGTACGGAATGGTCATGACTCTCCC 
TTGCGGAGACTGGGAGAGCGTCTCCAGCATGACCAGGCAAATCTGCTTGACACACTCGGTGACAGACTGCGGCAC 
GCCAGCGATGGTGATGGCCCGCTCGGTGGAGTTGGGCAGCATATCCCCCGCCACCTGGACCTGCGCCCCCGTACT 
10 CTCGCGGATCTCTTTGATCTTACACCCGCCTTTCCCAATCAGGGAGCCGCACTGGGTGGCCGGCACCACCAGCCT 
CAGGGTGACCGGGGGCCTGCTGGCCGCGGTACTGTTGGTCATGGAGCTGTTGATATCTTCCTCCAGCTTGTCGAT 
GATCATAGCGAAAGCCTTAAAGATGGCATTGGTGGGGCCGGTCAGAGTGATGATTCTCTCCGGACAATTCCCCTC 
CGAGATGTTGATCCGCGCGCCACTCTCCTCGCGGATCCTCT 

15 SEQIDNO:19 

GL2J77_5JM13F 

CTTGAATCGAGTAGGCATCCAGAGGTGGTCCCTCCAGGTCATGGGTGGCATGGGGGTAGCCCGCAGCGTCGCTGC 
ACCGATCTTGGCCGCCCGCGCAGATACTGGGGAGCTGGCCGGCATGGGCTGGTACGGAATGGTCATGACTCTCCC 
TTGCGGAGACTGGGAGAGCGTCTCCAGCATGACCAGGCAAATCTGCTTGACACACTCGGTGACAGACTGCGGCAC 

20 GCCAGCGATGGTGATGGCCCGCTCGGTGGAGTTGGGCAGCATATCCCCCGCCACCTGGACCTGCGCCCCCGTACT 
CTCGCGGATCTCTTTGATCTTACACCCGCCTTTCCCAATCAGGGAGCCGCACTGGGTGGCCGGCACCACCAGCCT 
CAGGGTGACCGGGGGCCTGCTGGCCGCGGTACTGTTGGTCATGGAGCTGTTGATATCTTCCTCCAGCTTGTCGAT 
GATCATAGCGAAAGCCTTAAAGATGGCATTGGTGGGGCCGGTCAGAGTGATGATTCTCTCCGGACAATTCCCCTC 
CGAGATGTTGATCCGCGCGCCACTCTCCTCGCGGATCCTCTTAACCGACTCCCCTTTCTTCCCAAATGATGCTTC 

25 CTACTTCCCTTTTCCGTGCATAAGAAAGCCGAAATGGTGAGAG 

SEQIDNO:20 

GL2_131_1_ M13F 

NNGCTGCGGATCAACATCTCGGAGGGGAATTGTCCGGAGAGAATCATCACATCATGACCGGCCCCACCAATGCCA 
30 TCTTTAAGAGCTTTCGCTATGATCATCGACAAGACTGGAGGAAGATATCAACAGCTCCATGACCAACAGTACCGC 
GGCACAGCAGGCCCCACGGGTCACCCTGAGGCTGGATGGTGCCGGCCACCCAGATGCGGCTCCCTGATANGGGAA 
AGGCGGGTGTAAGATCAAAGAGATCANNAGAGAGTACGGGGNGCGCAGGTCCAAGGAATGGCAGGAGGGATATGC 
ATGCCCAAAAACAACCGAGACGGGCCAAANACCATAGCTGGACAGTGCCGAAGGACTGTCACCNGAAGAT 

35 SEQE>NO:21 

GL2_131_1_M13R 

CTTGAATCGAGTAGGCATCCAGAGGTGGTCCCTCCAGGTCATGGGTGGCATGGGGGTAGCCCGCAGCGTCGCTGC 

ACCGATCTTGGCCGCCCGCGCAGATGACTGGGGAGCTGGCCGGCATGGGCTGGTACGGAATGGTCATGACTCTCC 

CTTGCGGGAGAACTGGGGAAGAGCGTCTCCAGCATGACCAGGCAAATCTGCTTGACACACTCGGTGACAGACTGC 

40 GGCACGCCAGCAATGGTGATGGCCCGCTCGGTGGAGTTGGGCAGCATATCCCCCGCCACCTGGACCTGCGCCCCC 
GTACTCTCGCGGATCTCTT 

SEQ ID NO:22 

GL2_209_2_JVI13R 

45 GGCGCCAGTGTGCTGCNATTCGCNTATCTCTCGGGATGGACGAGCTGGTACAAAAAGGAGGAGGGCCCGCAAGTC 
GGTGGCAGCGGTGGCTCCAGTGTTGGCTGGGGGGGTTCTGCGGCTTGAATCGGAAGGTTTAAGGGGGCATCCAGA 
GGTGGTCCCTCCAGGTCATGGGTGGCATGGGGGTAGCCCGCAGCGTCGCTGCACCGATCTTGGCGCCGCGCCAGA 
TGACTGGGGGAAGCTGGCCGGCATGGGCTTGGTACGGAA 

50 SEQIDNO:23 

GL2_209_3_M13F 

CGCTGCGGATCAACATCTCGGAGGGGAATTGTCCGGAGAGAATCATCACTCTGACCGGCCCCACCAATGCCATCT 
TTAAGGCTTTCGCTATGATCATCGACAAGCTGGAGGAAGATATCAACAGCTCCATGACCAACAGTACCGCGGCCA 
GCAGGCCCCCGGTCACCCTGAGGCTGGTGGTGCCGGCCACCCAGTGCGGCTCCCTGATTGGGAAAGGCGGGTGTA 
55 AGATCAAAGAGATCCGCGAGAGTACGGGGGCGCAGGTCCAGGTGGCGGGGGATATGCTGCCCAACTCCACCGAGC 
GGGCCATCACCATCGCTGGCGTGCCGCAGTCTGTCACCGAGTGTGTCAAGCAGATTTGCCTGGTCATGCTGGAGA 
CGCTCTCCC^GTCTCCGC^GGGAGAGTCATGACCAT^^ 

GCGCGGGCGGCCAAAGATCGGNGCAGCGACGCTGCGGGCTACCCCACAATAGACACACCATGACCTGGAGGGAAC 
AACTACTGGATGCTACATCCGANITCC^ 
60 CCTTGGCAGGCATCACCACCTATGAA 
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SEQIDNO:24 

GL2_209_4JVI13R 

CTTGAATCGAGTAGGC^TCCAGAGGTGGTCCCTCCAGGTCATGGGTGGCATGGGGGTAGCCCGC^GCGTCGCTGC 
5 ACCGATCTTGGCCGCCCGCGCAGATGACTGGGGAGCTGGCCGGCATGGGCTGGTACGGAATGGTCATGACTCTCC 
CTTGCGGAGACTGGGAGAGCGTCTCCAGCATGACCAGGCAAATCTGCTTGACACACTCGGTGACAGACTGCGGCA 
CGCCAGCGATGGTGATGGCCCGCTCGGTGGAGTTGGGCAGCATATCCCCCGCCACCTGGACCTGCGCCCCCGTAC 
TCTCGCGGATCTCTTTGATCTTACACCCGCCTTTCCCAATCAGGGAGCCGCACTGGGTGGCCGGCACCACCAGCC 
TCAGGGTGACCGGGGGCCTGCTGGCCGCGGTACTGTTGGTCATGGAGCTGTTGATATCTTCCTCCAGACTTGTCG 
10 ATGATCATAGCGAAAGCCTTAAAAGATGGCATTGGTGGGGGCCGGTCAGAGTGATGATTCTCTCCGGACAATTCC 
CCTTCGAAGATGTGATCCGCGCGCACATCTCCTCGCGGATC 

CTCCTACTCCCTATACCGGCCATAANAANGCCGAAATGGGTGAAGAANGTCACACTTTAAGGTCCACACTTATCA 
GCACANCCCGGGATCCACAGGGGCAAACGGCCGGGAGCAGGAAGGCCCGAGAGGCCCGGAAAAACCCANACAACA 
GGGTTAAATAAAAATAAAGGGCCGCAAAAAAATCGAAGGAATCGAGAAAAACANGCCGCCAAATCGGCACACTAA 
1 5 TGAACGATAACAACTAAAGACAGA 

SEQIDNO:25 

GL2_131_4_M13F 

CGCTGCGGGCTCCCGGCCCGGCTCGCCATGGATGGCCGGTGTGACTGAAAGTGGACTAAATGTGANTCTCACCAT 
20 TCGGCTTCTTATGCACGGAAAGGAAGTAGGAAGCATCATTGGGAAGAAAGGGGAGTCNGTTAAGANGATCCGTGA 
GGAGAGTGGCGCGCGGATCAACTATCTCGTGAGGGAATTGTCNCGGAGAGAANCATCACTCTGACCGGCCCCACC 
AATGANCANCTTTAAGGCTTGCGCATATGATCATCGACAAGCNGGAGGAAGATATCAACAGAMTACCATGACCAA 
CAGTACCGCGGGACAGACANGCCCCCGGNCAGACANGAGGCTGGAGGNAGCCGGACCAGC 

25 SEQIDNO:26 

GL2_205_C04_G3F1 

CTTGAATCGAGTAGGCATCCAGAGGTGGTCCCTCCAGGTCATGGGTGGCATGGGGGTAGCCCGCAGCGTCGCTGC 
ACCGATCTTGGCCGCCCGCGCAGATGACTGGGGAGCTGGCCGGCATGGGCTGGTACGGAATGGTCATGACTCTCC 
CTTGCGGAGACTGGGAGAGCGTCTCCAGCATGACCAGGCAAATCTGCTTGACACACTCGGTGACAGACTGCGGCA 

30 CGCCAGCGATGGTGATGGCCCGCTCGGTGGAGTTGGGCAGCATATCCCCCGCACTGGACCTGCGCCCCCGTACTC 
TCGCGGATCTCTTTGATCTTACACCCGCCTTTCCCAATCAGGGAGCCGCACTGGGTGTGCCGGCACCACCAGCCT 
CAGGGTGACCGGGGGCCTGCTGGCCGCGGTACTGTTGGTCATGGAGCTGTTGATATCTTCCTCCAGCTTGTCGAT 
GATCATAGCGAAAGCCTTAAAGATGGCATTGGTGGGGCCGGTCAGAGTGATGATTCTCTCCGGACAATTCCCCTC 
CGAGATGTTGATCCGCGCGCCACTCTCCTCGCGGATCCTCTTAAACGATCCCCTTTCTTCCCAATGATGCTTCCA 

35 TACTTCCTTTCCGTGCATAAGAAGCCGAAATGGTGAGAGTCACCATTTAGGTCCACTTTCAGTCAACACCGGATC 
CATGGGCGAGCGGGGGCAGGACGTACCGGGGNGAGATTGGGCTCGAACAGTGGGCAAAGACAGGACAGA 

SEQ ID NO:27 

GL2_77_4JVI13R 

40 CGCTGCGGCCTCCCGCCCGCTCCCGCTCGCTCCCGCGGCCCTCGCTCGCCTCGCGCCGGCAGTTTTGGGCCTACA 
CCTCCCCTCCCCCCGCCAGCCGCCAAAGACTTGACCACGTAACGAGCCCAACTCCCCCGAACGCCGCCCGCCGCT 
CGCCATGGATGCCGGTGTGACTGAAAGTGGACTAAATGTGACTCTCACCATTCGGCTTCTTATGCACGGAAAGGA 
AGTAGGAAGCATCATTGGGAAGAAAGGGGAGTCGGTTAAGAGGATCCGCGAGGAGAGTGGCGCGCGGATCAACAT 
CTCGGAGGGGAATTTGTCCGGAGAGAATCATCACTCTGACCGGCCCCACCAATGCCATCTTTAAGGCTTTCGCTA 

45 TGATCATCGACAAGCTGGAGGAAGATATCAACAGCTCCATGACCAACAGTACCGCGGCCAGCAGGCCCCCGGTCA 
CCCTGAGGCTGGTGGTNGCCGGCCACCCAGTGCGGCTCCCTGATTGGGAAAGGCGGGTGTAAGATCAAAGAGATC 
CGCGAGAGTACGGGGGCGCAGGTCCAGGT 

SEQ ID NO:28 

50 GL2_77_5_M13R 

CGCTGCGGCCTCCCGCCCGCTCCCGCTCGCTCCCGCGGCCCTCGCTCGCCTCGCGCCGGCAGTTTTGGGCCTACA 
CCTCCCCTCCCCCCGCCAGCCGCCAAAGACTTGACCACGTAACGAGCCCAACTCCCCCGAACGCCGCCCGCCGCT 
CGCCATGGATGCCGGTGTGACTGAAAGTGGACTAAATGT^^ 

AGTAGGAAGC^TCATTGGGAAGAAAGGGGAGTCGGTTAAGAGGATCCGCGAGGAGAGTGGCGCGCGGATCAACAT 
55 CTCGGAGGGGAATTGTCCGGAGAGAATCATCACTCTGACCGGCCCCACCAATGCCATCTTTAAGGCTTTCGCTAT 
GATCATCGACAAGCTGGAGGAAGATATCAACAGCTCCATGACCAACAGTACCGCGGCCAGCAGGCCCCCGGTCAC 
CCTGAGGCTGGTGGTGCCGGCCACCCAGTGCGGCTCCCTGATTGGGAAAGGCGGGTGTAAGATCAAAGAGATCCG 
CGAGAGTACGGGGGGCGCAGGTCCAGGG 
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SEQ ID NO:29 

GL2_2 09_4JV[13F 

CGCTGCGGCCTCCCGCCCGCCGCTCGCCATGGATGCCGGTGTGACTGAAAGTGGACTAAATGTGACTCTCACCAT 
TCGGCTTCTTATGGACGGAAAGGAAGTAGGAAGCATC^ 
5 GGAGAGTGGCGCGCGGATC^ACATCTCGGAGGGGAATTGTC 

TGCCATCTTTAAGGCTTTCGCTATGATCATCGACAAGCTGGAGGAAGATATCAACAGCTCCATGACCAA 
CGCGGCCAGCAGGCCCCCGGTCACCCTGAGGCTGGTGGTGCCGGCCACCCAGTGCGGCTCCCTGATTGGGAAAGG 
CGGGTGTAAGATCAAAGAGATCCGCGAGAGTACGGGGGCGCAGGTCCAGGTGGCGGGGGATATGCTGCCAACTCC 
ACCGAGCGGGCCATCACCATCGCTGGCGTGCCGCAGTCTGTTCACCGAAGTGTGTCACAGC^AGATTTGCCTGGT 
10 CATGCTTGGAAAACGGCTTCTCCCCAANTACC 

AACCAAC^GCCCCGAAATGGGCCCGGGGCCACAGGCTCCCCCCAAGGACANATCNGGAGGCCGGGGGGACGGGCC 
CAACGAATCCGGGGAGGCAAGACGAANACATGCAGGGCATAACCCCCCANGGCACACCCATGAACCTGGGAAGGG 
GACCACCTCTGGGAATGGCNAATCGAGTCAAGCCAGAAAAACCAGCACACG 

15 SEQIDNO:30 

GL2_2 0 5_C0 6_G3 F 1 

CTTGAATCGAGTAGGCATCCAGAGGTGGTCCCTCCAGGTCATGGGTGGCATGGGGGTAGCCCGCAGCGTCGCTGC 
ACCGATCTTGGCGCCGCGCAGATGACTGGGGAGCTGGCCGGCATGGGCTGGTACGGAATGGTCATGACTCTCCCT 
TGCGGAGACTGGGAGAGCGTCTCCAGCATGACCAGGCAAATCTGCTTGACACACTCGGTGACAGACTGCGGCACG 

20 CCAGCGATGGTGATGNGCCCGCTCGGTGGAGTTGGGCAGCATATCCCCCGGCACCTGGANCTGCGCCCCCGTACT 
CTCGCGGATCTCTTTGATCTTACACCCGCCTTTCCCAATCAGTGGAGCCGCACTGGGTGTGCCTGGCACCTICC^G 
CCTCAGGGTGACCGGGGTGCCTGCTGGCCGCGGTACTGTTTGGTCATGGAGCTGTTGATATCTTCCTCCAGCTTG 
TCGATGATCATAGCGAAAGCCTTAAAGATGGGATTGGTGGGGCCGGTCAGAGTGATGATTCTCTCCGGACAATTC 
CCTCCGAGATGTTGATCCGCGCGCCAATCTCCTCGCGGATCCTCTTAACGAATCCCCTTTCTTCCAAANGATGAT 

25 TCCTANTTCCTTTACCGTGCATATAGAAAGCCCGAAATGGTTGACGAGTCCACATTTAGTCCACACTTTCAGTCA 

CACCCGGGAATCCAATGGGCGAGCGGAGGGACGGAGACGGGGGGAAGATGGGCGCCGAACGTTGGGCCAAGAATA 

GAGC^GAGAGNAGAAGGAAAAANGACAAAGAGCACAAACAGAAAAAAGACAAAAAGGNAGC^GCACACNAAAA 
AA 

30 SEQIDNO:31 

GIi2_2 09_2_M13F 

CGCTGCGGCCTCCCGCCCGCCGCTCGCCATGGATGCCGGTGTGACTGAAAGTGGACTAAATGTGACTCTCACCAT 

TCGGCTTCTTATGCACGGAAAGG7VAGTAGGAAGCATCATTGGGAAGAAAGGGGAGTCGGTTAAGAGGATCCGCGA 

GGAGAGTGGCGCGCGGATCAACATCTCGGAGGGGAATTGTCCGGAGAGAATCATCACTCTGACCGGCCCCACCAA 

35 TGCCATCTTTAAGGCTTTCGCTATGATCATCGACAAGCTGGAGGAAGATATCAACAGCTCCATGACCAACAGTAC 

CGCGGCCAGCAGGCCCCCGGTCACCCTGAGGCTGGTGGTGCCGGACACCCAGTGCGGCTCCCTGATTGGGAAAGG 
CGGGATGTAAGATCAAAG 

SEQIDNO:32 

40 >gi | 14141164 | ref |NM_0 06196 . 2 | Homo sapiens poly(rC) binding protein 1 
(PCBP1) , mRNA 

GACGCCGCCCGACCCTGCGACTACGCTGCGGACTCCCGCCCGCTCCCGCTCGCTCCCGCGGTCCTCGCTC 
GCCTCGCGCCGGTAGTTTTGGGCCTACACCTCCCCTCCCCCCGCCAGCCGCCAAAGACTTGACCACGTAA 
CGAGCCCAACTCCCCCGAACGCCGCCCGCCGCTCGCCATGGATGCCGGTGTGACTGAAAGTGGACTAAAT 

45 GTGACTCTCACCATTCGGCTTCTTATGCACGGAAAGGAAGTAGGAAGCATCATTGGGAAGAAAGGGGAGT 
CGGTTAAGAGGATCCGCGAGGAGAGTGGCGCGCGGATCAACATCTCGGAGGGGAATTGTCCGGAGAGAAT 
CATCACTCTGACCGGCCCCACCAATGCCATCTTTAAGGCTTTCGCTATGATCATCGACAAGCTGGAGGAA 
GATATCAACAGCTCCATGACCAACAGTACCGCGGCCAGCAGGCCCCCGGTCACCCTGAGGCTGGTGGTGC 
CGGCCACCCAGTGCGGCTCCCTGATTGGGAAAGGCGGGTGTAAGATCAAAGAGATCCGCGAGAGTACGGG 

50 GGCGCAGGTCCAGGTGGCGGGGGATATGCTGCCCAACTCCACCGAGCGGGCCATCACCATCGCTGGCGTG 
CCGCAGTCTGTCACCGAGTGTGTCAAGCAGATTTGCCTGGTCATGCTGGAGACGCTCTCCCAGTCTCCGC 
AAGGGAGAGTCATGACCATTCCGTACCAGCCCATGCCGGCCAGCTCCCCAGTCATCTGCGCGGGCGGCCA 
AGATCGGTGCAGCGACGCTGTGGGCTACCCCCATGCCACCCATGACCTGGAGGGACCACCTCTAGATGCC 
TACTCGATTCAAGGAGAACACACGATTTCTCCGCTCGATC 

55 AGTCTCACTTTGCCATGATGCACGGCGGGACCGGATTCGCCGGAATTGACTCCAGCTCTCCAGAGGTGAA 
AGGCTATTGGGCAAGTTTGGATGCATCTACTCAAACCACCCATGAACTCACCATTCCAAATi^ 
GGCTGCATAATCGGGCGCGAAGGCGCCAACATTAATGAGATCCGCCAGATGTCCGGGGCCCAGATCAAAA 
TTGCCAACCCAGTGGAAGGCTCCTCTGGTAGGCAGGTTACTATCACTGGCTCTGCTGCCAGTATTAGTCT 
GGCCCAGTATCTAATCAATGCCAGGCTTTCCTCTGAGAAGGGCATGGGGTGCAG CTAGA ACAGTGTAGGT 

60 TCCCTCAATAACCCCTTTCTGCTGTTCTCCCATGATCCAACTGTGTAATTTCTGGTCAGTGATTCCAGGT 
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TTTAAATAATTTGTAAGTGTTCAGTTTCTACACAACTTTATCATCCGCTAAGAATTTAAAAATCACATTC 
TCTGTTCAGCTGTTAATGCTGKaGATCCATATTTAGTTT^ 

GGGTTTTTTGGCTCATGAATTTTATTTCTGTTTGTCGATAAGAAATGTAAGAGTGGAATGTTAATAAATT 
TCAGTTTAGTTCTGTAATGTCAAGAATTTAAGAATT^ 
5 GAAAAAGCTGGGAATTGCTGTCTT 

SEQIDNO:33 

>gi (5453854 |ref|NP_006187.l| poly (rC) -binding protein 1; heterogenous 
nuclear ribonucleoprotein X; alpha-CPl; nucleic acid binding protein sub 
10 2.3; heterogenous nuclear ribonucleoprotein El [Homo sapiens] 

MDAGVTESGLNVTLTIRLLMHGKEVGSI IGKKGESVKRIREESGARINISEGNCPERI ITLTGPTNAIFK 
AFAMIIDKLEEDINSSMTNSTAASRPPVTLRLVVPA 

STERAITIAGVPQSVTOCVKQI CLVMLETLSQS PQGRVMTI PYQPMPAS S PVI CAGGQDRCSDAVGYPHA 
THDLEGPPLDAYS IQGQHTI S PLDLAKLNQVARQQSHPAMMHGGTGFAGIDSS S PEVKGYWASLDASTQT 
15 THELTIPNNLIGCIIGRQGANINEIRQMSGAQIKIANPVEGSSGRQVTITGSAASISLAQYLINARLSSE 
KGMGCS 

SEQ ED NO:34 

Amino acid transporter (SLC1A5) 

20 >G3_8_66_PCR_G3F1 

CTCGCCCGGTGAAGACGAAGTGCGCTCAAGCGCTCCAGTGCCCAACGCCAGCGCACCCCCGGCCCCCGACACCCC 
CAGTCCCACGCCACGCCGCCACCACGGCACCACTTACAACAACGGTTGCTCAAGCAGCGGCACCTTGTCCCGGGA 
ACCGCAGTAGCCGCCTGCTGCCGCGCCTTGGTCCTCGATGGAGGCCAGCGCCAGGCCCCCGTTGGCGGTGGCTCC 
GCCGCTCGAGCCCCTTGGAGTCTCGAGGAGGATCGGCCACCATGATGGAAGCACCGGGGTTTCTTAGCGCCTGGA 

25 AGCTGGCTGGGAGCGCTTGGGCTCCTTCCCAGGACCCGACGTTCCTAGGACTGAGTTGAGTAACAGCACCTGGAG 
ACTGGAACTTTGGAGGGCTCCTTAGAGTTGTGAGTTCACAGCACTAAGTTCCTTGGCTCTTGGAAGCTGGAGTGT 
TTAAATTCCCCAGGCTGGGCGCTAGGCTTCTC 

SEQ ID NO:35 

30 >GL3_8.66_A_M13F 

CTCGCCCGGGAAGACGAAGGCGCTCAAGCGCTCCAGGCCCAACGCCAGCGCACCCCCGGCCCCCGACACCCCCAG 
TCCCAGCGCCACGCCGGCCACCACGGCCACCACTGTCAGCAGCACAAGCAGGTTGGCTCGAAGGCAGCGGCGCAC 
CTGGTCCCGGGAACCGCAGTAGCCGCCTGCTGCCGCGCCTTGGTCCTCGATGGAGGCCAGCGCCAGGCCCCCGTT 
GGCGGTGGGCTCCGCCGCTGCGAGCCCCTTGGAGTCTCGAGGAGGATCGGCCACCATGATGGGAAGCACCGGGGT 

35 TTCTTAGCGCCTGGAAGCTGGCTGGGAGCGCTTGGGCTCCTTCCCAGGAGCCGACGTTCCTAGGACTGAGTTGAG 
TAACAGCACCTGGAGACTGGAACTTTGGAGGGCTCCTTAGAGTTGTGAGTTCACAGCACTGAAGTTCCTTGGCTC 
TTGGAAGCTGGAGTGTTTAAATTCCCCAGGCTGGGCGCTGAGGCTTCTCTGCTCTGCCCCGTGTGCCAGATGTCC 
GAAAGCTGGGAGTTCGGAGCGCC CGGGTTTCCT 

40 SEQ ID NO:36 

>GL3_8 . 66_A_M13R Direction: anti-sense 

CTCCTAGGGCCAAGGAACCCGGGCGCTCCGAACTCCCAGCTTTCGGACATCTGGCACACGGGGCAGAGCAGAGAA 
GCCTCAGCGCCCAGCCTGGGGAATTTAAACACTCCAGCTTCCAAGAGCCAAGGAACTTCAGTGCTGTGAACTCAC 
AACTCTAAGGAGCCCTCCAAAGTTCCAGTCTCCAGGTGCTGTTACTCAACTCAGTCCTAGGAACGTCGGGTCCTG 
45 GGAAGGAGCCCAAGCGCTCCCAGCCAGCTTCCAGGCGCTAAGAAACCCCGGTGCTTCCCATCATGGTGGCCGATC 
CTCCTCGAGACTCCAAGGGGCTCGCAGCGGCGGAGCCCACCGCCAACGGGGGCCTGGCGCTGGCCTCCATCGAGG 
ACCAAGGCGCGGCAGCAGGCGGCTACTGCGGTTCCCGGGACCAGGTGCGCCGCTGCCTTCGAGCCAACCTGCTTG 
TGCTGCTGACAGTGGTGGCCGTGGTGGCCGGCGTGGCGCTGGGACTGGGGGTGTCGGGGGCCGGGGGTGCGCTGG 
CGTTGGGCCTGGAGCGCTTGAGCGCCTTCGTCTTCCCGGGCGAGCCGGAACCCAGCACACTGGAGCCACC 

50 

SEQ ID NO:37 

>GIi3_8 . 66_B__M13F Direction: sense 

CTATAGGGCGAATGGGCCCTCTAGATGCATGCTCGAGCGGCCGCCAGTGTGATGGATATCTGCAGAATTCGCCCT 
TCTCTCGGCATGGACGAGCTGTACAAGGAGGAGGCCGCCAAGGCCGGTGGCAGCGGTGGCTCCAGTGTGCTGGGT 

55 TCCGGCTCGCCCGGGAAGACGAAGGCGCTCAAGCGCTCCAGGCCCAACGCCAGCGCACCCCCGGTCCCCGACACC 
CCCAGTCCCAGCGCCACGCCGGCCACCACGGCCACCACTGTCAGCAGCACAAGCAGGTTGGCTCGAAGGCAGCGG 
CGCACCTGGTCCCGGGAACCGCAGTAGCCGCCTGCTGCCGCGCCTTGGTCCTCGATGGAGGCCAGCGCCAGGCCC 
CCGTTGGCGGTGGGCTCCGCCGCTGCGAGCCCCTTGGAGTCTCGAGGAGGATCGGTCACCATGATGGGAAGCACC 
GGGGTTTCTTAGCGCCTGGAAGCTGGCTGGGAGCGCTTGGGCTCCTTCCCAGGACCCGACGTTCCTAGGACTGAG 

60 TTGAGTAAC^GCACCTGGAGACTGGAACTTTGGAGGGC 
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GGCTCTTGGAAGCTGGAGTGTTTAAATTCCCCAGGCTGGGCGCTGAGGCTTCTCTGCTCTGCCCCGTGTGCCAGA 
TGTCCGAAAGCTGGGAGTTCGGAGCGCCCGGGTTCCTTGGCCCTAGGAG 

SEQIDNO:38 

5 >GL3__8 . 66_B_M13R Direction: anti-sense 

CTCCTAGGGCCAAGGAACCCGGGCGCTCCGAACTCCCAGCTTTCGGACATCTGGCACACGGGGCAGAGCAGAGAA 
GCCTCAGCGCCCAGCCTGGGGAATTTAAACACTCGAGCTTC 

AACTCTAAGGAGCCCTCCAAAGTTCCAGTCTCCAGGTGCTGTTACTCAACTCAGTCCTAGGAACGTCGGGTCCTG 
GGAAGGAGCCCAAGCGCTCCCAGCCAGCTTCCAGGCGCTAAGAAACCCCGGTGCTTCCCATCATGGTGACCGATC 

10 CTCCTCGAGACTCCAAGGGGCTCGCAGCGGCGGAGCCCACCGCCAACGGGGGCCTGGCGCTGGCCTCCATCGAGG 
ACCAAGGCGCGGCAGCAGGCGGCTACTGCGGTTCCCGGGACCAGGTGCGCCGCTGCCTTCGAGCCAACCTGCTTG 
TGCTGCTGACAGTGGTGGCCGTGGTGGCCGGCGTGGCGCTGGGACTGGGGGTGTCGGGGACCGGGGGTGCGCTGG 
CGTTGGGCCTGGAGCGCTTGAGCGCCTTCGTCTTCCCGGGCGAGCCGGAACCCAGCACACTGGAGCCACCGCTGC 
CACCGGCCTTGGCGGCCTCCTCCTTGTACAGCTCGTCCATGCCGAGAGAAGGGCGAATTCTGCAGATATCCATCA 

15 CACTGG 

SEQ ID NO:39 

>GL3_8 . 66_C_M13F Direction: anti-sense 

CTCCTAGGGCCAAGGAACCCGGGCGCTCCGAACTCCCAGCTTTCGGACATCTGGCACACGGGGCAGAGCAGAGAA 

20 GCCTCAGCGCCCAGCCTGGGGAATTTAAACACTCGAGC^ 

AACTCTAAGGAGCCCTCCAAAGTTCCAGTCTCCAGGTGCTGTTACTCAACTCAGTCCTAGGAACGTCGGGTCCTG 
GGAAGGAGCCG2UVGCGCTCCCAGCCAGCTTCCAGGCGCTAAGAAACCCCGGTGCTTCCCATCATGGTGGCCGATC 
CTCCTCGAGACTCCAAGGGGCTCGCAGCGGCGGAGCCCACCGCCAACGGGGGCCTGGCGCTGGCCTCCATCGAGG 
ACCAAGGCGCGGCAGCAGGCGGCTACTGCGGTTCCCGGGACCAGGTGCGCCGCTGCCTTCGAGCCAACCTGCTTG 

25 TGCTGCTGACAGTGGTGGCCGTGGTGGCCGGCGTGGCGCTGGGACTGGGGGTGTCGGGGGCCGGGGGTGCGCTGG 
CGTTGGGCCTGGAGCGCTTGAGCGCCTTCGTCTTCCCGGGCGAGCCGGAACCCAGCACACTGGAGCCACCGCTGC 
CACCGGCCTTGGCG 

SEQ ID NO:40 

30 >GL3_8 . 66_C_M13R Direction: sense 

GATCACTAGTAACGGCCGCCAGTGTGCTGGAATTCGCCCTTCTCTCGGCATGGACGAGCTGTACAAGGAGGAGGC 
CGCCAAGGCCGGTGGCAGCGGTGGCTCCAGTGTGCTGGGTTCCGGCTCGCCCGGGAAGACGAAGGCGCTCAAGCG 
CTCCAGGCCCAACGCCAGCGCACCCCCGGCCCCCGACACCCCCAGTCCCAGCGCCACGCCGGCCACCACGGCCAC 
CACTGTCAGCAGCACAAGCAGGTTGGCTCGAAGGCAGCGGCGCACCTGGTCCCGGGAACCGCAGTAGCCGCCTGC 

35 TGCCGCGCCTTGGTCCTCGATGGAGGCCAGCGCCAGGCCCCCGTTGGCGGTGGGCTCCGCCGCTGCGAGCCCCTT 
GGAGTCTCGAGGAGGATCGGCCACCATGATGGGAAGCACCGGGGTTTCTTAGCGCCTGGAAGCTGGCTGGGAGCG 
CTTGGGCTCCTTCCCAGGACCCGACGTTCCTAGGACTGAGTTGAGTAACAGCACCTGGAGACTGGAACTTTGGAG 
GGCTCCTTAGAGTTGTGAGTTCACAGCACTGAAGTTCCTTGGCTCTTGGAAGCTGGAGTGTTTAAATTCCCCAGG 
CTGGGCGCTGAGGCTTCTCTGCTCTGCCCCGTGTGCCAGATGTCCGAAAGCTGGGAGTTCGGAGCGCCCGGGTTC 

40 CTTGGC CCTAGGAG 

SEQIDNO:41 

>GL3_8.66_D_M13F Direction: N/A 

ACTATAGGGCGAATTGGGCCCTCTAGATGCATGCTCGAGCGGCCGCCAGTGTGATGGATATCTGCAGAATTCGCC 
45 CTTCTCTCGGCATGGACGAGCTGTACAAGGAGGAGGCCGCCAAGGCCGGTGGCAGCGGTGGCTCCAGTGTGCTGG 
GTTCCGGCTCGCCCGGGAAGACGAAGGCGCTCAAGCGCTCCAGGCCCAACGCCAGCGCACCCCCGGCCCCCGACA 
CCCCCAGTCCCAGCGCCACGCCGGCCACCACGGCCACCACTGTCAGCAGCACAAGCAGGTTGGCTCGAAGGCAGC 
GGCGCACCTGGTCCCGGGAACCGCAGTAGCCGCCTGCTGCGGCGCCTTGGTCCTCGATGGAGGCCAGCGCCAGGC 
CCCCGTTGGCGGTGGGCTCCGCCGCTGCGAGCCCCTTGGAGTCTCGAGGAGGATCGGCCACCATGATGGGAAGCA 
50 CCGGGGTTTCTTAGCGCCTGGAAGCTGGCTGGGAGCGCTTGGGCTCCTTCCCAGGACCCGACGTTCCTAGGACTG 
AGTTGAGTAACAGCACCTGGAGACTGGAACTTTGGAGGGCTCCTTAGAGTTGTGAGTTCACAGCACTGAAGTTCC 
TTGGCTCTTGGAAGCTGGAGTGTTTAAATTCCCCAGGCTGGGCGCTGAGGCTTCTCTGCTCTGCCCCGTGTGCCA 
GATGTCCGAAAGCTGGGAGTTCGGAGCGCCCGGGTTCCTTGGCCCTAGGAGCCGC 

55 SEQIDNO:42 

>GL3_8 . 66_D_M13R Direction: anti-sense 

CTCCTAGGGCCAAGGAACCCGGGCGCTCCGAACTCCCAGCTTTCGGACATCTGGCACACGGGGCAGAGCAGAGAA 
GCCTCAGCGCCCAGCCTGGGGAATTTAAACACTCC 

AACTCTAAGGAGCCCTCCAAAGTTCCAGTCTCCAGGTGCTGTTACTCAACTCAGTCCTAGGAACGTCGGGTCCTG 
60 GGAAGGAGCCCAAGCGCTCCCAGCCAGCTTCCAGGCGCTAAGAAACCCCGGTGCTTCCCATCATGGTGGCCGATC 



10 



WO 2004/019893 




TCT/US2003/027523 



CTCCTCGAGACTCCAAGGGGCTCGCAGCGGCGGAGCCCACCGCCAACGGGGGCCTGGCGCTGGCCTCCATCGAGG 
ACCAAGGCGCGGCAGCAGGCGGCTACTGCGGTTCCCGGGACCAGGTGCGCCGCTGCCTTCGAGCCAACCTGCTTG 
TGCTGCTGACAGTGGTGGCCGTGGTGGCCGGCGTGGCGCTGGGACTGGGGGTGTCGGGGGCCGGGGGTGCGCTGG 
CGTTGGGCCTGGAGCGCTTGAGCGCCTTCGTCTTCCCGGGCGAGCCGGAACCCAGCACACTGGAGCCACCGCTGC 
5 CACCGGCCTTGGCGGCCTCCTCCTTGTACAGCTCGTCCATGCCGAGAGAAGGGCGAATTCTGCAGATATNCATCA 
CACTGGCGG 

SEQ ID NO:43 

>gi | 5032092 | ref |NM_005628 . 1 | Homo sapiens solute carrier family 1 (neutral 

10 amino acid transporter) , member 5 (SLC1A5) , mRNA 

GTAACCGCTACTCCCGGACACCAGACCACCGCCTTCCGTACACAGGGGCCCGCATCCCACCCTCCCGGAC 
CTAAGAGCCTGGGTCCCCTGTTTCCGGAGGTCCGCTTCCCGGCCCCCAGATTCTGGCATCCCAGCCCTCA 
GTGTCCAAGACCCAGGCAGCCCGGGTCCCCGCCTCCCGGATCCAGGCGTCCGGGATCTGCGCCACCAGAA 
CCTAGCCTCCTGCAGACCTCCGCCATCTGGGGGCACTCAACCTCCTGGAGCCAAGGGCCCCACGTCCCAC 

15 CCAGAGAAACTCTCGTATTCCCAGCTCCTAGGGCCAAGGAACCCGGGCGCTCCGAACTCCCAGCTTTCGG 
ACATCTGGCACACGGGGCAGAGCAGAGAAGCTCAGCGCCCAGCCTGGGGAATTTAAACACTCCAGCTTCC 
AAGAGCCAAGGAACTTCAGTGCTGTGAACTCACAACTCTAAGGAGCCCTCCAAAGTTCCAGTCTCCAGGT 
GCTGTTACTCAACTCAGTCCTAGGAACGTCGGGTCCTGGGAAGGAGCCCAAGCGCTCCCAGCCAGCTTCC 
AGGCGCTAAGAAACCCCGGTGCTTCCCAT G^TGG TGGCCGATCCTCCTCGAGACTCCAAGGGGCTCGCAG 

20 CGGCGGAGCCCACCGCCAACGGGGGCCTGGCGCTGGCCTCCATCGAGGACCAAGGCGCGGCAGCAGGCGG 
CTACTGCGGTTCCCGGGACCAGGTGCGCCGCTGCCTTCGAGCCAACCTGCTTGTGCTGCTGACAGTGGTG 
GCCGTGGTGGCCGGCGTGGCGCTGGGACTGGGGGTGTCGGGGGCCGGGGGTGCGCTGGCGTTGGGCCCGG 
AGCGCTTGAGCGCCTTCGTCTTCCCGGGCGAGCTGCTGCTGCGTCTGCTGCGGATGATCATCTTGCCGCT 
GGTGGTGTGCAGCTTGATCGGCGGCGCCGCCAGCCTGGACCCCGGCGCGCTCGGCCGTCTGGGCGCCTGG 

25 GCGCTGCTCTTTTTCCTGGTCACCACGCTGCTGGCGTCGGCGCTCGGAGTGGGCTTGGCGCTGGCTCTGC 
AGCCGGGCGCCGCCTCCGCCGCCATCAACGCCTCCGTGGGAGCCGCGGGCAGTGCCGAAAATGCCCCCAG 
CAAGGAGGTGCTCGATTCGTTCCTGGATCTTGCGAGAAATATCTTCCCTTCCAACCTGGTGTCAGCAGCC 
TTTCGCTCATACTCTACCACCTATGAAGAGAGGAATATCACCGGAACCAGGGTGAAGGTGCCCGTGGGGC 
AGGAGGTGGAGGGGATGT^ACATCCTGGGCTTGGTAGTGTTTGCCATCGTCTTTGGTGTGGCGCTGCGGAA 

30 GCTGGGGCCTGAAGGGGAGCTGCTTATCCGCTTCTTCAACTCCTTCAATGAGGCCACCATGGTTCTGGTC 
TCCTGGATCATGTGGTACGCCCCTGTGGGCATCATGTTCCTGGTGGCTGGCAAGATCGTGGAGATGGAGG 
ATGTGGGTTTACTCTTTGCCCGCCTTGGCAAGTACATTCTGTGCTGCCTGCTGGGTCACGCCATCCATGG 
GCTCCTGGTACTGCCCCTCATCTACTTCCTCTTCACCCGCAAAAACCCCTACCGCTTCCTGTGGGGCATC 
GTGACGCCGCTGGCCACTGCCTTTGGGACCTCTTCCAGTTCCGCCACGCTGCCGCTGATGATGAAGTGCG 

35 TGGAGGAGAATAATGGCGTGGCCAAGCACATCAGCCGTTTCATCCTGCCCATCGGCGCCACCGTCAACAT 
GGACGGTGCCGCGCTCTTCCAGTGCGTGGCCGCAGTGTTC 

TTCGTAAAGATCATCACCATCCTGGTCACGGCCACAGCGTCCAGCGTQGGGGCAGCGGGCATCCCTGCTG 
GAGGTGTCCTCACTCTGGCCATCATCCTCGAAGCAGTCAACCTCCCGGTCGACCATATCTCCTTGATCCT 
GGCTGTGGACTGGCTAGTCGACCGGTCCTGTACCGTCCTCAATGTAGAAGGTGACGCTCTGGGGGCAGGA 

40 CTCCTCGAAAATTATGTGGACCGTACGGAGTCGAGAAGCACAGAGCCTGAGTTGATACAAGTGAAGAGTG 
AGCTGCCCCTGGATCCGCTGCCAGTCCCCACTGAGGAAGGAAACCCCCTCCTCAAACACTATCGGGGGCC 
CGCAGGGGATGCCACGGTCGCCTCTGAGAAGGAATCAGTCAT GTAAA CCCCGGGAGGGACCTTCCCTGCC 
CTGCTGGGGGTGCTCTTTGGACACTGGATTATGAGGAATGGATAAATGGATGAGCTAGGGCTCTGGGGGT 
CTGCCTGCACACTCTGGGGAGCCAGGGGCCCCAGCACCCTCCAGGACAGGAGATCTGGGATGCCTGGCTG 

45 CTGGAGTAGATGTGTTCACAAGGGTTACTCCTCAAAACCCCCAGTTCTCACTCATGTCCCCAACTCAAGG 
CTAGAAAACAGCAAGATGGAGAAATAATGTTCTGCTGCGTCCCCACCGTGACCTGCCTGGCCTCCCCTGT 
CTCAGGGAGCAGGTCACAGGTCACCATGGGGAATTCTAGCCCCCACTGGGGGGATGTTACAACACCATGC 
TGGTTATTTTGGCGGCTGTAGTTGTGGGGGGATGTGTGTGTGCACGTGTGTGTGTGTGTGTGTGTGTGTG 
TGTGTGTGTGTTCTGTGACCTCCTGTCCCCATGGTACGTCCCACCCTGTCCCCAGATCCCCTATTCCCTC 

50 CACAATAACAGAAACACTCCCAGGGACTCTGGGGAGAGGCTGAGGACAAATACCTGCTGTCACTCCAGAG 



SEQ ID NO:44 

>gi | 5032093 | ref | NP_005619 . 1 | solute carrier family 1 (neutral amino acid 
55 transporter), member 5; baboon M7 virus receptor; RD114 virus receptor; 
neutral amino acid transporter B [Homo sapiens] 

MVADP PRDS KGLAAAEPTANGGLAIiAS I EDQGAAAGGYCG SRDQVRRCLRANLLVXjLTVvAVVAGYALGL 
GVSGAGGALALGPERIiSAFVFPGELLLRLLRMIILPLW 
LASALGVGLAIiALQPGAASAAINASVGAAGSAENM 
60 RNITGTRVKVPVGQEVEGMNILGLWFAIVFGVAL^ 

IMFLVAGKIV^MEDVGLLFARLGKYILCCLLGHAIHGLLVIjPLIYFLFTRKNPYRFLW 
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S S S S ATLPLMMKCVEENNGVAKHI SRF ILP IGATVNMDGAALFQCVAAVFIAQLSQQSIjDFVKIITILVT 
ATASSVGAAGI PAGGVLTLAI ILEAVJ^ 

SRSTEPELIQVKSELPLDPLPVPTEEGNPLLKHYRGPAGDATVASBKESVM 

5 SEQ ID NO:45 

Chromobox homologue 6 
>GL3_37C_2_M13F 

ACGCAGGACGCTCTCGCTGAACTTCTTGCTCTTGCCTATAACGCGGTTCCGCGAGGGGACTTTGGGGCGGGCCAG 
CGCCCCGGCCCCCTGCCCGGGCCCCCGCCGCAGCGCCCTTTGTCGATCACCTTCAGGTCAGGATGATGCGGTCCG 

10 

CTTGGGCATCCCGCGNCTTACACCTTGCGGTTGATGATGCGCACCGTCTCCGAGAAGGGCGAAATGAGGCGGGCA 
GCAGTCCGGGGCTGCCCCCCTGCAGGGTCCGGGCGGGGGCAGGGGACGGCGGGACATACGGTTGGGCAAGNCGGG 
CCGGCGAATGTTCCTTATACTTGAAGCCCGGGTTGCCACGGGATTAGACGCCTTTGGGAGATTGCACGCATATGG 
GGCAAAGGAAGGGCNACCTTGGCCGCCTCGGGCNTTTNGACACGGAAGGNAAA^ 
TGCGCCAGAATANGGGCNCCGACTTNCGTGAGCGACCACTTTGGGCCCCCC^ 
1 5 TCAAAGAGGGAAAAGGCNGAAAAAAAAAAGCGTTNTATCAGTAG^ 

CCCCCCCAGTTACAATTTTACCATATTTGAGGAGGAGNCCGCCCANAGTATTAAACATAGGACGTGTTNCAAAC^ 

GGGAOsTTTACACCAGCATTANCAATTTCCG^ 

TGTCGAAAAATTTAGGAATAGGTCCCCACGG 

20 SEQ ID NO:46 

>GL3_35L_1_M13R Direction: anti -sense 

ACAGCACTTGGGAGCCCGAGGAGAACATCCTGGACTCGCGGCTCATTGCAGCCTTCGAACAAAAGGAGAGGGAGC 
GTGAGCTGTATGGGCCCAAGAAGAGGGGACCCAAACCCAAAACTTTCCTCCTGAAGGCGCGGGCCCAGGCCGAGG 
CCCTNTCCGCATCAGTGATGTGCATTTCTCTGTCAAGCCGAGCGCCAGTGCCTCCTCGCCCAAGCTGCACTCCAG 
25 CGCAGCCGTGCACCGGCTCAAGAAGGACATCCGCCGCTGCCAGCGTATGTCCCGCCGTCCCCTGCCCCGCCCGGA 
CCCGCAGGGGGGCAGCCCCGGACTGCGCCCGCCCATTTCGCCCTTCTCGGAGACGGTGCGCATCATCAACCGCCA 
AGGTGAAGCCGCGGGAGCCCAAGGCGGAACCGCATCATCCTGAACCTGAAGGTGATCGGAACAAGGGCGCTGGCA 
CGGCAGGGGGCGCCGGGCAAGGGGGCCGGGGACGCTGGCCCGCCCAAAAAAAGGNTCNCCCATCNGCGGGGAAAC 
CCGGCGGTGTAATAGGGGCAAAGAGGCAAGAACAGGTACCAGGCAAAGGAAGCCGGGTCACATGGCAGGTNCGCG 

30 

GNCANAGAAACCCCAGCAACACTTGGGAGGCCACACCGGGTNGCNCAACCGGACCTTTNGGGGGGGCCTCACATC 
ACCNATGGTACCAAGGGTCGTCACCAATCGAGCACGGACAAGAAAGGGGGCGAAATTC 

SEQ ID NO:47 

>GL3__35L_3JM13R Direction: anti-sense 

35 ACAGCACTTGGGAGCCCGAGGAGAACATCCTGGACTCGCGGCTCATTGCAGCCTTCGAACAAAAGGAGAGGGAGC 
GTGAGCTGTATGGGCCCAAGAAGAGGGGACCCAAACCCAAAACTTTCCTCCTGAAGGCGTGGGCCCAGGCCGAGG 
CCCTCCGCATCAGTGATGTGCATTTCTCTGTCAAGCCGAGCGCCAGTGCCTCCTCGCCCAAGCTGCACTCCAGCG 
CAGCCGTGCACCGGCTCAAGAAGGACATCCGCCGCTGCCACCGTATGTCCCGCCGTCCCCTGCCCCGCCCGGACC 
CGCAGGGC3GGCAAGCCCCGGAACTGNGCCCGCCCAATTTCGCCCTTCTCGGAGACCGGTGCGCATCATCAACCGC 

40 AAGTGAAGCCGCGGGAGCCAAGCGGAACCGATCATCCTGAAACCTGAAGGTGATCGGACAAGGGCGCTGGCGGAC 
GGGGGCGCCGGGCAGGGGGGCCGGGGGCGCCTGGGCCCCGGCCCCCCAAAANAGTCCCCCACCATCAGGGCGAGG 
GAAAACCCCGGGAGGANAAAGTAGCGGGCAAAANGAAGCCAj^NAGGAAANGTTCAACAAGGAGAGAAGAACGNGA 
CGACCANGGCGAGATCCCGGGGAAGAGAAACGCNCNAAGGCAAAACAAGATTGGGAGAAGCNACAACNGGTGAGC 
ACAACAGCCGGGGCCACTAGGCGGCGGGNACCTACCCTCCCCTATTGGAACGCAGCNNCGGGCANCAATTGCCGA 

45 GAAAGAAAGGGGGGCGAATTCTNCGA 

SEQ ID NO:48 

>GL3_3 5L_ 4_ M13F Direction: N/A 

ACGCAGGACGCTCTCGCTGAACTTCTTGCTCTTGCCTATAACGCGGTTCCGCGAGGGGACTTTGGGGCGGGCCAG 
50 CGCCCCGGCCCCCTTGCCCGGCGCCCCCGCCGGCCAGCGCCCTTGTCGATCACCGTTCAGGTTCAGGATGATGCG 
GTTCCGGCTTTGGGCATCCCGGGGGGCTTCACCTTTGCNGGGTTGACTGATGCGCACCGGACATCTGAGAAAGGG 
CGAAATGGGACGGGACGCAGATCCGGGGCNTGCCCCCCCCTTGCCGGGGGGACTTCCCAGGGGCACGGGGGANGA 
CAAGGGGGGAACGGGGACGGGTGAACCAATTACCGGNGGTGGGCCAGCCGGGCGGGGAATGGGTCCCTTCTTGGA 
AGACCGGGTGCCAA 

55 

SEQIDNO:49 

>GL3_37C_1_M13F Direction: sense 

ACGCAGGACGCTCTCGCTGAACTTCTTGCTCTTGCTTATAACGCGGTTCCGCGAGGGGACTTTGGGGCGGGCCAG 
CGCCCGGCCCCCTTGCCCTGGAGCCCCCGCCGCCAGCAGGCCCATTGTCAGAATTGAACCTTTCAAGGNTNCAAG 
60 GGATGAATTGCGNGGTCCCGGCT3OTATGGGGATTCCNCAGAAGGGACTTTTCAACCTTTTGCCAGGGATATGGAA 
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CGTGGNATTTGCCGGCCAAACCCCGGGGTNACTCC^ 
GGGGGCCGACGGC 

SEQ ID NO:50 

5 >GL3_35L_1_M13F Direction: N/A 

ACGCAGGACGCTCTCGCTGAACTTCTTGCTCTTGCCTTATAACGCGGTTCCGCGAGGGGACTTTGGGGCGGGCCA 
GCGCCCGGGCCCCCTTGCCCCGGGCCCCCGCCCGCCNAGCGGCCCTTTGTCGGATCAACCTTCAGGTCAGGATGA 
TGCGGTTCCGCTTTCGGCTTCCCGGCGGGTTTCACCTTGCGGGTTGATGATGCGGCAACCCGGGTCCTTCCCAGA 
AGAACAGGGGGCGGACAATTGGNGCGCAGGGGC 

10 

SEQIDNO:51 

>GL3_35L_3_M13F Direction: N/A 

ACGCAGGACGCTCTCGCTGAACTTCTTGCTCTTGCCTATAACGCGGTTCCGCGAGGGGACTTTGGGGCGGGCCAG 
CGCCCCGGCCCCCCTGCCCGGGCCCCCGCCGCCAGCGCCCTTGTCGATCACCTTCAGGTNCAGGATGATGCGGTT 
15 CCGCTTGGGCTCCCGCGGCTTCACCTTGCGGTTGATGATGCGCACCGTCTCCGAGAAGGGCGAAATGGGCGGGCG 
CAGTCCGGGGCTGCCCCCCCTTGCX2K3GATC 

GGAATGTCCTTCTTGAAGCCGGTGCACGGCTTGCGCTTGAAGTTGCAGCTTGGGCCAAGG 

SEQ ID NO:52 

20 >GL3_35L_4_M13R Direction: anti-sense 

ACAGCACTTGGGAGCCCGAGGAGAACATCCTGGACTCGCGGCTCATTGCAGCCTTCGAACAAAAGGAGAGGGAGC 
GTGAGCTGTATGGGCCCAAGAAGAGGGGACCCAAACCCAAAACTTTCCTCCTGAAGGCGCGGGCCCAGGCCGAGG 
CCCTCCGCATCAGTGATGTGCATTTCTCTGTCAAGCCGAGCGCCAGTGCCTCCTCGCCCAAGCTGCACTCCAGCG 
CAGCCGTGCACCGGCTCAAGAAGGACATCCGCCGCTGCCACCGTATGTCCCGCCGTCCCCTGCCCCGCCCGGACC 

25 CGCAGGGGGGCAGCCCCGGACTGCGCCCGCCCATTTCGCCCTTCTCAGAGACGGTGCGCATCATC 

SEQ ID NO:53 

>GL3_35L_PCR_G3F1 Direction: N/A 

GACGCAGGACGCTCTCGCTGAACTTCTTGGCTCTTGCCTATAACGCGGTTCCGCGAGGGGACTTTGGGGCGGGCC 
30 AGCGCCCCGGCCCCCTGCCCGGGCCCCCGCGCGGCCCTTTATACCTTCAGTTCAGATGATGCGGTTCCGCTTGGG 
CTCCCGCGGCTTCACCTTGCGGTTGATGATGCGCACCGTCTCCGAGAAGGGCGAAATGGGCGGGCGCAGTCCGGG 
GCTGCCCCCCTGCGGGTCCGGGCGGGGCAGGGGACGGCGGGACATACGGTGGCAGCGGCGGATGTCCTTCTTGAG 
CCGGTGCACGGCTGCGCTGGAGTGCAGCTTGGGCGAGGAGGCACTGGCGCTCGGCTTGACAGAGAAATGCACATC 
ACTGATGCGGAGGGCCTCGGCCTGGGCCCGCGCCTTCAGGAGGAAAGTTTTGGGTTTGGGTCCCCTCTTCTTGGG 
35 CCCATACAGCTCACGCTCCCTCTCCTTTTGTTCGAAGGCTGCAATGAGCCGCGAGTCCAGGATGTTCTCCTCGGG 
CTCCCAAGTGCTGT 

SEQ ID NO:54 

>GL3_3 7C_1_M13R Direction: anti -sense 

40 ACAGCACTTGGGAGCCCGAGGAGAACATCCTGGACTCGCGGCTCATTGCAGCCTTCGAACAAAAGGAGAGGGAGC 
GTGAGCTGTATGGGCCCAAGAAGAGGGGACCCAAACCCAAAACTTTCCTCCTGAAGGCGCGGGCCCAGGCCGAGG 
CCCTCCGCATCAGTGATGTGCATTTCTCTGTCAAGCCGAGCGCCAGTGCCTCCTCGCCCAAGCTGCACTCCAGCG 
CAGCCGTGCACCGGCTCAAGAAGGACATCCGCCGCTGCCACCGTATGTCCCGCCGTCCCCTGCCCCGCCCGGACC 
CGC71GGGGGG<^GCCCCGGACTGCGCCCGCCCATTTCGCCCTTCTCGGAGACGGTGCGCATCATCAACC 

45 TGAAGCCGCGGGAGCCCAAGCGGAACCGCATCATCCTGAACCTGAAGGTGATCGACAAGGGCGCTGGCGGCGGGA 
GGCGCCGGGCAGGGGGCCGGGNCGCTGGCCCGCCCCCAAAGTCCCCTCGCGGAAACCCGCGGTAAATAGGCAAAG 
AAGCAAGGAAGGTCAGGCGAGAGGCGGTCCCTGCGTCCGNAGAAACCCAGCACACCTGGACGGCCAGCGATGCCA 
CNGGCCTGGGGGACTCCTCCTGGTACACGGTCGGCACATGCCGG 

50 SEQIDNO:55 

>GL3_37C_2_M13R Direction: anti-sense 

ACAGCACTTGGGAGCCCGAGGAGAACATCCTGGACTCGCGGCTCATTGCAGCCTTCGAACAAAAGGAGAGGGAGC 
GTGAGCTGTATGGGCCCAAGAAGAGGGGACCCAAACCCAAAACTTTCCTCCTGAAGGCGCGGGCCCAGGCCGAGG 
CCCTCCGCATCAGTGATGTGCATTTCTCTGTCAAGCCGAGCGCCAGTGCCTCCTCGCCCAAGCTGCACTCCAGCG 
55 CAGCCGTGCACCGGCTCAAGAAGGACATCCGCCGCTGCCACCGTATGTCCCGCCGTCCCCTGCCCCGCCCGGACC 
CGCAGGGGGGCAGCCCCGGACTGCGCCCGCCCATTATCAGCCCTTCTCGGAGACGGTGCGCATCATCAACCGCAA 
GGTGAAGCCGCGGGAGCCCAAGCGGAANCGCATCATCCATGAACCTGAA 
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SEQ ID NO:56 

>GL3_37CJPCR_G3F1 Direction: N/A 

ACGCAGGACGCTCTCGCTGAACTTCTTGCTCTTGCCTATAACGCGGTTCCGCGAGGGGACTTTGGGGCGGGCCAG 
CGCCCCGGCCCCCTGCCCGGCGCCCCCGCCGCCGCGCCCTTGTCGATCACCTTCAGGTTCAGGATGATGCGGTTC 
5 CGCTTGGGCTCCCGCGGCTTCACCTTGC^ 

AGTCCGGGGCTGCCCCCCTGCGGGTCCGGGCGGGGCAGGGGACGGCGGGACATACGGTGGCAGCGGCGGATGTCC 
TTCTTGAGCCGGTGCACGGCTGCGCTGGAGTGGAGCTTGGGCGA 

TGCACATCACTGATGCGGAGGGCCTCGGCCTGGGCCCGCGCCTTCAGGAGGAAAGTTTTGGGTTTGGGTCCCCTC 
TTCTTGGGCCCATACAGCTCACGCTCCCTCTCCTTTTGTTCGAAGGCTGCAATGAG 

10 

SEQ ID NO:57 

>gi 1 10140848 | ref | NM_014292 . 1 1 Homo sapiens chromobox homolog 6 (CBX6) , mRNA 

ATTATGGGCTGTGGGTGCCGCTGAGCAAGATCGAGCTGTCTGCAGTGGGCGAGCGGGTCTTCGCGGCCGA 

ATCCATCATCAAACGGCGGATCCGAAAGGGACGCATCGAGTACCTGGTGAAATGGAAGGGGTGGGCGATC 

15 AAGTACAGCACTTGGGAGCCCGAGGAGAACATCCTGGACTCGCGGCTCATTGCAGCCTTCGAACAAAAGG 
AGAGGGAGCGTGAGCTGTATGGGCCCAAGAAGAGGGGACCCAAACCCAAAACTTTCCTCCTGAAGGCGCG 
GGCCCAGGCCGAGGCCCTCCGCATCAGTGATGTGCATTTCTCTGTCAAGCCGAGCGCCAGTGCCTCCTCG 
CCCAAGCTGCACTCCAGCGCAGCCGTGCACCGGCTCAAGAAGGACATCCGCCGCTGCCACCGTATGTCCC 
GCCGTCCCCTGCCCCGCCCGGACCCGCAGGGGGGCAGCCCCGGACTGCGCCCGCCCATTTCGCCCTTCTC 

20 GGAGACGGTGCGCATCATCAACCGCAAGGTGAAGCCGCGGGAGCCCAAGCGGAACCGCATCATCCTGAAC 
CTGAAGGTGATCGACAAGGGCGCTGGCGGCGGGGGCGCCGGGCAGGGGGCCGGGGCGCTGGCCCGCCCCA 
AAGTCCCCTCGCGGAACCGCGTTATAGGCAAGAGCAAGAAGTTCAGCGAGAGCGTCCTGCGTACACAGAT 
CCGCCACATGAAGTTCGGCGCCTTTGCGCTGTACAAGCCTCCGCCCGCCCCCCTGGTAGCCCCGTCCCCC 
GGCAAGGCTGAGGCCTCAGCCCCGGGCCCTGGGCTACTTCTGGCCGCCCCCGCCGCCCCCTACGACGCCC 

25 GCAGCTCTGGCTCCTCCGGCTGCCCCTCGCCTACACCACAGTCCTCTGACCCCGACGACACGCCCCCCAA 
GCTCCTCCCCGAGACCGTGAGCCCATCCGCCCCCAGCTGGCGCGAGCCGGAGGTGCTCGACCTGTCCCTC 
CCTCCCGAGTCGGCAGCCACCAGCAAGCGGGCACCGCCTGAGGTCACAGCTGCTGCCGGCCCGGCACCTC 
CCACGGCCCCTGAGCCCGCCGGTGCCTCCTCCGAGCCCGAGGCTGGGGACTGGCGCCCCGAGATGTCACC 
CTGCTCCAATGTGGTCGTCACCGATGTCACCAGCAACCTCCTGACGGTCACAATCAAGGAATTCTGCAAC 

30 CCTGAGGATTTCGAGAAGGTGGCTGCTGGGGTAGCAGGCGCCGCTGGGGGCGGTGGCAGGATTGGGGCGA 
GCAAGTGAGGGGGCTCCACCAAGGAGGGGGGCTTGGGGGGGCCCTCCTGCCCGAAGTCATACTCTTGCTC 
CCACCCCACCCTTGCCCCCAGCCCTCTCTCCCTGTGCTTTGCTTGTCTCAAATGGCTCGGTGTTGACCCA 
GGGATGGGGCTGGGTAGTTGGGGTCCCAGAAAGCCGGGGGTAGGGGCCACCCTGGAATGGGGCAGGGGAA 
GGGCACACCCCCTGCCCATGCATGGTAGCCCACTGGGTGGTTTCTGGAAAGCCCTAGAAACTAGGGTTCC 

35 TCTGCCCCTTCCACATCCCACCTGTCTCTCTAGCTTGCTTCCTGCTCTCCTGTGCGGCGTCTGATTTCTC 
GGTGCTAACCTGGCAGCTGTGGGGCCCTTAGGAGCCCCCCACCGAGGGTGGACACAGTCCCTTTCCTTCC 
TGCAGATGCCTAGGCAGGAGGAGGGCTTCCTGCCTGTTTGGCAAAGTCCCAGGCAGAGGCCAAGGATGAG 
GCCTGACTCGGCTCCTCCCTCCACATCAGCCAGGGCATCAGAAGTTGGGCCAGGGCGGGGTCTTCCCTGC 
TCGATTTTGGACGAGGCCTAAGTAGACCCCCTATGCCCTGCCCCAGCCCTGGCTCTTTCCTAACCCCCTC 

40 

AACGGTGGGAGGAACTGGCAGAGGGTGCGCCTGGCGACAGCCTCCCCGCATCTAAAGGCCCCTTCAGTTC 
TTGACCAAAGGTGCTACGAGAACCTGCCGTGGAAACTTCCAGTTGTGCGTCTGCCCCACTCGCTGTGTTT 
GTCCGTGGGTTCATACATGCATTGGGTGCTAGGCCCCAGGCTGCCGGGTGGCACCCTTTACAGTTCCTTT 
GAACAGGGGCATTGAAGGCCTGGACTGCCTCTCGCCTCAGTAGGCCTGGGGACCAGGCTTGGGTCTGGAG 
GTTTGCTGTGGAAGTCACCAGGCCTCCCCTCCTGGCCCAGGTGTGCTGGGGGCACCGTGCCCCCCACCCC 
45 CCTGCCCTCCTCAGGGTGGTCAGCCCAACCTGTCGGACCTTCACTTCACATCATGGTGGGGACCGAGATA 
GAGAGGGAGACCCCATTCCAAGCTCCCTCTTCCTCCGGGTGTTTGGGGAGGATGCTGAAGAATCCATTCC 
CGAGGGCCTCCCGGCTTGTCCCAGCCCCTCTTTTGCTTCTGACCACGGAGGCTTTCTCACAGCCCAGCCT 
GCCTGAAGCAAAGGAGGCTCCCGTGTCCTGGGCAGCTTCTGTTTCCCTCTGCTGCCTGGGAGCTGAGGCA 
CCCGTGCCAGTGGCAGAGGCCACAGCCCCAGCCTTAGGCCAGGCCCTGGGAGGGCAGGCAGGCAAAGGGG 

50 

AGACCAGAGGGTCTGTGTTCTCCAGGAGAATGAGGGTGTTGGTCCCAGAATTGGGACCGGGGCCCCGCTG 
GCCAGCCCTGGGCCACTTCCCGGGTCTCCATTGTGCGTGGGTGGCGTGTTCCAGGCGTGGCTGGAGCTGG 
CTTCCTGGCTGTGCTGCCATGGGCCCCTCCCTCAGAAGCACGTTGGCAGGAGGCCGATCAGAACCCTAGC 
GCCTTTGGTCCTAAGAATGGGAGGCTGCCTTCCTTCCCAATCTCCCTGCCAGGGCCCACAGCGTGGCCCT 
AGCCCTCCCCTCCCCGGGATGTAGAACGGGGACCCTCGCAGGGTTGGGGCGGGGGCTGATACTCCTCGGC 

5 5 CCCTCCCTACCCTGCCCTGTGTGTTGGCTTTGTGGCCGTC C^^GTGCCAATTGGCTTTTCGCCCAAATAA 
GGGCTGGTATTTCTCCTCTGTCCTTGGAGGTGATTTCCCCCTGACCCCCTCCCCCAGGTGAGTGACCACC 
TGGGTGCCAGTTACAGGTGTTTCCAGAGACCATAGAAATGTGTTTTCCTGAGAGTTCGTGTCATTCGTGA 
CTTTTTTGTAAAGAAGTTGTGTTTTCAGAGGTGATTTTATGACAGGAAAGTGAAAGAATTAGTTTTGCAA 
AAAAACAAAAACAAAAAAAGAGGAAAAAAAAAAGAAATAGAAAAAAATATTGTGGGATTCCTATGGGGGG 

60 GTGGCGGGGGAGAAAGAGCTATTTAAGAAAAAATAGTAACGGAGTGATTGCACAGGTGAGGTGGCAATGT 
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CAGGATGGGGCGGAGGCCTGGGCCCAGCTGGCAGGTCCCCTGGCATCGCAGGCACTGTGGAGAGGGCCTG 
GACCCAGATCTCCACACCCGTGCTTGCTCAAAGGGAAGGACAACAGCGGGCCCCCGGGAGCTAACCCAAG 
CTGCAGGTCCCGGCAAGCTGAGGTTTGGGAGGGTGGGGGTTGTCACTGGTGATTTTCTCCAGGGGGCTGG 
TOAGTGGGGAGTTTGGTTTCTTGCCCCCTTC^ 
5 CCGCCACCCTATGGGGGAGACCTCCCTCCCCACGGGTCACCCTAAAGCCCACAACCTCTCTGAGCCTCCC 
TGGCCTGAAAGGGGATGCAGGCTTCAGGAGGCAAGAAGCTGGGCCCCTGGGGGTGGCTGGGGAGAGGGAA 
TGCATTTCCCTTGCCACAGGTGGTCTGCTTCTGCTGGCCTGAGCTCCAAGTGGAGCAGCCCGGGCCAGCC 
TTGGTGCATGAAGAGGCACCAGGCACACCGCCTTGAGGTGGGCAGTGCCCATGGGGGCCCGAGTGGATGG 
GACCGAGGGTGAGTGGAGCCTCCTTCCTCCCCTCTCTAGTACCCCCGCCTCCCACACACTTGCACGGATC 

10 GGCCTCCCTTGGGAGATCAGCCTCCATGGGCCCCTCGTCCACCCTTGCTGCTTTCCATTTGCCTAATTAC 
CAAGCAGAAGTTGCAATCTGGTTTGCTTTATTTTTGTATGTGAAATAACCCCCAAAGCCCAATCTCCTCC 
TACGTTCAATATTGGTTGGGGCATCCGTCATCTCCCCTTAAGTGCGCCCCCTCCCCACCCAAGTATCATA 
GGAAACCGGTGAGGTCTGGTGTCTCTGGTTTGAGACGGTAAGTTGGGACCCATCCCTGTCTGGGTGCCCA 
CTCTGACCTTTAGTTTGCCCTTCTGTGAAATGGGTGTATTGGGTAGCAAGCCCTCTTCAGAAAGCGCTGC 

15 TGGTGTCAGAGCAGCTGCCCAGTACCAGGTGGGGGGTCAAGGTTGCTGGTACTGGGGCCCCCAGCTGCCC 
ACAACCCCTCTTTGTTCTCACCCTGCAAAGGGGTCAAGGTCAAAATGAGCCTCATCCTTCCTATGATCTG 
GGAAGAGGTGATGATCAAGTCCCCAACTTCAGTGTGAGGTGGACAGAGTTGGGGGGATGGCCCCTTTTTG 
AAGAGGTGAAAATGGTTTTGGAGAAGCGCAGCTGCTTCACTGGGGGAATGCGGCAGGGACTGGGGCCCAG 
GATGCTTTGGCCTATGGGGAAAAGCCCTTTAAAAGGCAGGGCCCAGGCCCTGGAGCCAGCACAAGACTGG 

20 CCTCGAGCCCCTGAGCCAGGAGGTCCTGGAGGAGAGCCAGGCCGGTGGGCCCGCCCAAGGCTGGAGGGTC 
AGCCCCAACAGGGAGCTGGGTTGGCCAGGGGGCTGGACTGCTACCAGCCTCTCTGGCCTATGGGGACCCA 
AGAGGACACATCCCCCTTTTGCCGACTCTTCTGTGTCATTTTGTTGTTTTGGTTTGTGGTGGTTTTTCTT 
TTTTCTTTTGTTTTTCTTTTTTCT 

CACAGGACAGTGGAGCCCCACCTGGTCAGTTC 

25 TTTGGGACGGGGATGGTTTGAGGAAACACTTTTAAAGAAAAAAGGAAGACATTGAAAGGTTTTAGTTTCT 
TCCCTATCTGCATGTCCTCTCATATAGAAAGCCCAGAATTAGGGGCTAGAACTCCAGGAGAGGGTCTCCC 
CGACTCATCTCTTGCTGACGGTCACCAGGATGCAGAAATAGGGAGATGGTTAGTGGGGGCCAAAGATGCC 
CCCTCCCAGGCCTTCGTGGTTCCCTCCTCCGCCCCCTGCAATCTTTGGAGGAGTCAGTGCCTCACTCCAG 
CAGTGAGTGCCTACTGTATGCAGGTAGTCAGCCAGGCAAAGAGAGACTAACGGTCTCATGGGGGAACCCT 

30 CTTGCGGGAGGCCGGGTAGCTGGAGCGAAGCGTTCCGGCTGCCCTTGCTGCTGGGTGGAGTGGAGAGGGA 
GACTTCTTTTTGTTGGTTTTAATTTAAAAACACAAAGGCCTAAAGAAATACGTATCTTATAATTTTTTTA 
ATTTTTGAGACGTTCATTTAATGAATTGTGCACGAATGAATTCTATATATATAAAATATACATATATAGC 
TCTATATTTGGGGAGGGGCACTGTCTCTTTTTTCTCTCATTTTTAAAATGAAGTGTTGTTGCCTTTGTAT 
GTGGTTCAACCATCCAGCTCCCAGCTGGCTAAACTTTGCCTCCAGTGGTCAAAGATGGGAAAAGAGTGGG 

35 GTTGGCAGGAGATGGAAAACGGAGGTGCCGCCCCAGCATGGGGGGCAGGTCCCCCAGTCCACCCTGCCCC 
TCCCCCTGTGGAGAAGACGCTTAGTTGGGGGTGTGGGTTTGGGCTCCATTCTGGATTCGGCGGTTCCGGG 
GGAGGGGTGGGTCTGTGCCGATTACTCTGTCTTGTACGTTTGTTCTGCTGCTCTTCAATATTGTATCAAC 
GCCAGGAAAGGGGGGTGAAAAGCCTCTTTTACCCCCCAAATAAATTGTCACATTCCGAAGCTGA 

40 SEQIDNO:58 

>gi 1 10140849 | ref | NP_055107 . 1 ) chromobox homolog 6 [Homo sapiens] 
MELSAVGERVFAAES 1 I KRRIRKGRI E YLVKWKGWAI KYS TWE PEENI LD SRL I AAFE QKERERELYGP K 
KRGPKPKTFLIiKARAQAEALRISDVHFSVKPSASASSPKLHSSAAVHRLKKDIRRCHRMSRRPLP 
GGS PGLRPP I S PFSETVRI INRKVKPREPKRNRI IIiNLKVIDKGAGGGGAGQGAGALARPKVPSRNRVIG 

45 KS KKFSESVLRTQIRHMKFGAFALYKPPPAPIiVAPSPGKAJSASA^ s gcps 

PTPQSSDPDDTPPKLLPETVSPSAPSWREPEVLDLSLPPESAATSKRAPPEVTAAAGPAPPTAPEPAGAS 
SEPEAGDWRPEMSPCSNVVVTDVTSNLLTVTI KEFCNPEDFEKVAAGVAGAAGGGGS IGASK 

SEQ ID NO:59 
50 Cytochrome C Oxidase subunit 1 

>GL2_226_2_1_M13R Direction: sense 

ACTTTCTCGGCCTATCCGGAATGCCCCGACGTTACTCGGACTACCCCGATGCATACACCACATGAAACATCCTAT 
CATCTGTAGGCTCATTCATTTCTCTAACAGCAG 

55 SEQIDNO:60 

>GL2_226_2_ 2_M13F Direction: anti-sense 

CTGCTGTTAGAGAAATGAATGAGCCTACAGATGATAGGATGTTTCATGTGGTGTATGCATCGGGGTAGTCCGAGT 
AACGTCGGGGCATTCCGGATAGGC CGAGAAAGT 
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SEQIDNO:61 

>GL2_226_2_2JV113R Direction: sense 

ACTTTCTCGGCTATCCGGAATGCCCCGACGTTACTCGGACTAACCCGATGCATACACCACATGAAACATCCTATN 
ATACTGTAGGCTCCATTCATTTCTCTNACAGCAGA 

5 

SEQ ID NO:62 

>GL2_226__2_4_M13F Direction: anti-sense 

CTGCTGTTAGAAGAAATGAATGAGCCTTACAGATGATAGGATGTTTCATGTGGTGTATGCATCGGGGTAGTCCGA 
GTAACGTCGGGGCATTCCGGATAGGCCGAGAAAGT 

10 

SEQ ID NO:63 

5905-7446 
/gene="COXl« 
/ codon_start=l 
15 /transl_table=2 

/products "cytochrome c oxidase subunit I" 

5881 agccatttta cctcaccccc act gatg ttc gccgaccgtt gactattctc tacaaaccac 
5941 aaagacattg gaacactata cctattattc ggcgcatgag ctggagtcct aggcacagct 
6001 ctaagcctcc ttattcgagc cgagctgggc cagccaggca accttctagg taacgaccac 

20 6061 atctacaacg ttatcgtcac agcccatgca tttgtaataa tcttcttcat agtaataccc 
6121 atcataatcg gaggctttgg caactgacta gttcccctaa taatcggtgc ccccgatatg 
6181 gcgtttcccc gcataaacaa cataagcttc tgactcttac ctccctctct cctactcctg 
6241 ctcgcatctg ctatagtgga ggccggagca ggaacaggtt gaacagtcta ccctccctta 
6301 gcagggaact actcccaccc tggagcctcc gtagacctaa ccatcttctc cttacaccta 

25 6361 gcaggtgtct cctctatctt aggggccatc aatttcatca caacaattat caatataaaa 
6421 ccccctgcca taacccaata ccaaacgccc ctcttcgtct gatccgtcct aatcacagca 
6481 gtcctacttc tcctatctct cccagtccta gctgctggca tcactatact actaacagac 
6541 cgcaacctca acaccacctt cttcgacccc gccggaggag gagaccccat tctataccaa 
6601 cacctattct gatttttcgg tcaccctgaa gtttatattc ttatcctacc aggcttcgga 

30 6661 ataatctccc atattgtaac ttactactcc ggaaaaaaag aaccatttgg atacataggt 
6721 atggtctgag ctatgatatc aattggcttc ctagggttta tcgtgtgagc acaccatata 
6781 tttacagtag gaatagacgt agacacacga gcatatttca cctccgctac cataatcatc 
6841 gctatcccca ccggcgtcaa agtatttagc tgactcgcca cactccacgg aagcaatatg 
6901 aaatgatctg ctgcagtgct ctgagcccta ggattcatct ttcttttcac cgtaggtggc 

35 6961 ctgactggca ttgtattagc aaactcatca ctagacatcg tactacacga cacgtactac 
7021 gttgtagctc acttccacta tgtcctatca ataggagctg tatttgccat cataggaggc 
7081 ttcattcact gatttcccct attctcaggc tacaccctag accaaaccta cgccaaaatc 
7141 catttcacta tcatattcat cggcgtaaat ctaactttct tcccacaaca ctttctcggc 
72 01 ctatccggaa tgccccgacg ttactcggac taccccgatg catacaccac atgaaacatc 

40 72 61 ctatcatctg taggctcatt catttctcta acagcagtaa tattaataat tttcatgatt 
7321 tgagaagcct tcgcttcgaa gcgaaaagtc ctaatagtag aagaaccctc cataaacctg 
7381 gagtgactat atggatgccc cccaccctac cacacattcg aagaacccgt atacataaaa 
7441 tctagacaaa 

45 SEQIDNO:64 

>gi| 17981855 | ref |NP_536845 . 1 | cytochrome c oxidase subunit I [Homo sapiens] 

MFADRWLFSTNHKDIGTLYLLFGAWAGVLGTALSLLIRAE^ 

MPIMIGGFGNWLVPIiMIGAPDMAFPRMKn^ 

AS VDLT1FSLHLAGVS S ILGAINF ITT I INMKPPAMTQYQTPLFVWSVL ITAVLLLLSLPVLAAGITMLIj 

50 

TDROTjNTTFFDPAGGGDPILYQHLFWFFGHPEWILILPGFGMISHIV^ 
GFLGFIWAHHMFTVGI^VDTRAYFTS ATMI I AIP 
GGLTGIVLANSSLDIVLHDTYYWAHFHYV^ 

VNLTFFPQHFLGLSGMPRRYSDYPDAYTOWILSSVGSFISLTAVM^ 
NIiEWIiYGCPPPYHTFEEPVYMKS 

55 

SEQ ID NO:65 

Delta-5 Fatty Acid Desaturase* (FADS1; FADSD5) 
>GL1_ 10_3_G3F1 Direction: sense 
GGCCTGAACTGNACTGAGGAGCACCGG&CAN^ 
60 CCAGNCTGNACCATCCAGCAGCAAGATGTGCAGACAGGTACAGNAGGAAGAA 
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CCATCCGCTCCACTGTGGNCCGCANACTCCCGGAACT 
GGCTGNTCTGGAGACAGTTCTCCAATGAGGAGAGAGTTC^ 

GCCACAAAGGGATCCGTGGNATCCTGNCCGGNGTAGTGGCTGATGANCCGGGAGCCCCCTGNATGCCGGCGGAGT 
GAACTCGCTGATGTTGTACACCTTACGGTCGATCACTANCCACCGCTCCT 

SEQIDNO:66 

>GL1_10_3_G3R1 Direction: anti- sense 
CAGACGCTCAAGGATGCGAGGAGCGGTGGCTAGTGATCGACCGOT 
CGGCATCCAGGGGGCTCCCGGGTCATCAGCCACTACG 
10 ATCAACT^GGGCCTTGCTGAAGAAGTATATGA^ 

TGAGCCC^CCAAGAATAAAGAGCTGACAGATGAGTTCCGGGAGCTGCGGGCCACAGTGGAGCGGATGGGGCTC^ 

GAAGGCCAACCATGTCTTCTTCCTGCTGTACCTGCTGCACATCTTGCTGCTGGATGGTGCAGCCTGGCTCACCCT 

TTGGGTCTTTGGGACGTCCTTTTTGCCCTTCCTCCTCTGTGCGGTGCTGCTCAGTGCAGTTCAGGCC 

15 SEQIDNO:67 

deltaS-Fatty acid desaturase> 

ATGGCCCCCGACCCGTTGGCCGCCGAGACCGCGGCTCAGGGACTTACCCC 

GCGCTACTTCACCTGGGACGAGGTGG C CCAGCGCTCAGGGTGCGAGGAGC 

GGTGGCTAGTGATCGACCGTAAGGTGTACAACATCAGCGAGTTCACCCGC 
20 CGGCATCCAGGGGGCTCCCGGGTCATCAGCCACTACGCCGGGCAGGATGC 

CACGGATCCCTTTGTGGCCTTCCACATCAACAAGGGCCTTGTGAAGAAGT 

ATATGAACTCTCTCCTGATTGGAGAACTGTCTCCAGAGCAGCCCAGCTTT 

GAGCCCACCAAGAATAAAGAGCTGACAGATGAGTTCCGGGAGCTGCGGGC 

CACAGTGGAGCGGATGGGGCTCATGAAGGCCAACCATGTCTTCTTCCTGC 
25 TGTACCTGCTGCACATCTTGCTGCTGGATGGTGCAGCCTGGCTCACCCTT 

TGGGTCTTTGGGACGTCCTTTTTGCCCTTCCTCCTCTGTGCGGTGCTGCT 

CAGTGC71GTTCAGGCCCAGGCTGGCTGGCTGCAGCATGACTTTGGACACC 

TGTCGGTCTTCAGCACCTCAAAGTGGAACCATCTGCTACACCATTTTGTG 

ATTGGCCACCTGAAGGGGGCCCCCGCCAGTTGGTGGAACCACATGCACTT 
30 CCAGCACCATGCCAAGCCCAACTGCTTCCGCAAAGACCCAGACATCAACA 

TGCATCCCTTCTTCTTTGCCTTGGGGAAGATCCTCTCTGTGGAGCTTGGG 

AAACAGAAGAAAAATTATATGCCGTACAACCACCAGCACAAATACTTCTT 

CCTAATTGGGCCCCCGGCCTTGCTGCCTCTCTACTTCCAGTGGTATATTT 

TCTATTTTGTTATCCAGCGAAAGAAGTGGGTGGACTTGGCCTGGATGATT 
3 5 ACCTTCTACGTCCGCTTCTTCCTCACTTATGTGCCACTATTGGGGCTGAA 

AGCCTTCCTGGGCCTTTTCTTCATAGTCAGGTTCCTGGAAAGCAACTGGT 

TTGTGTGGGTGACACAGATGAACCATATTCCCATGCACATTGATCATGAC 

CGGAACATGGACTGGGTTTCCACCCAGCTCCAGGCCACATGCAATGTCCA 

CAAGTCTGCCTTCAATGACTGGTTCAGTGGACACCTCAACTTCCAGATTG 
40 AGCACCATCTTTTTCCCACGATGCCTCGACACAATTACCACAAAGTGGCT 

CCCCTGGTGCAGTCCTTGTGTGCCAAGCATGGCATAGAGTACCAGTCCAA 

GCCCCTGCTGTCAGCCTTCGCCGACATCATCCACTCACTAAAGGAGTCAG 

GGCAGCTCTGGCTAGATGCCTATCTTCACCAATAA 

45 SEQIDNO:68 

>gi 1 14141179 | ref |NM_013402 . 3 | Homo sapiens fatty acid desaturase 1 (PADS1) , 
mRNA 

TCCACTCCTGGAGCCCGCGGACCCCGAGCACGCGCCTGACAGCCCCTGCTGGCCCGGCGCGCGGCGTCGC 
GAGGCCAGCTATGGCCCCCGACCCGGTGGCCGCCGAGACCGCGGCTCAGGGACCTACCCCGCGCTACTTC 

50 ACCTGGGACGAGGTGGCCCAGCGCTCAGGGTGCGAGGAGCGGTGGCTAGTGATCGACCGTAAGGTGTACA 
ACATCAGCGAGTTCACCCGCCGGCATCCAGGGGGCTCCCGGGTCATCAGCCACTACGCCGGGCAGGATGC 
CACGGATCCCTTTGTGGCCTTCCACATCAACAAGGGCCTTGTGAAGAAGTATATGAACTCTCTCCTGATT 
GGAGAACTGTCTCC^GAGCAGCCCAGCTTTGAGCCCACCAAGAATAAAGAGCTGACAGATGAGTTCCGGG 
AGCTGCGGGCCACAGTGGAGCGGATGGGGCTCATGAAGGCCAACCATGTCTTCTTCCTGCTGTACCTGCT 

55 GCACATCTTGCTGCTGGATGGTGCAGCCTGGCTCACCCTTTGGGTCTTTGGGACGTCCTTTTTGCCCTTC 
CTCCTCTGTGCGGTGCTGCTCAGTGCAGTTCAGGCCCAGGCTGGCTGGCTGCAGCATGACTTTGGGCACC 
TGTCGGTCTTCAGCACCTCAAAGTGGAACCATCTGCTACATCATTTTGTGATTGGCCACCTGAAGGGGGC 
CCCCGCCAGTTGGTGGAACCAC^TGCACTTCCAGCACCATGCCAAGCCCAACTGCOT 
GACATCAACATGCATCCCTTCTTCTTTGCCTTGGGGAAGATCCTCTCTGTGGAGCTTGGGA 

60 AAAAATATATGCCGTACAACCACC^GCAGAAATACTTCTTCCTAATTGGGCCCCCAGCCTTGCTGCCTCT 
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CTACTTCCAGTGGTATATTTTCTATTTTGOT 

ACCTTCTACGTCCGCTTCTTCCTCACTTATGTGCCACTATTGGGGCTGAAAGCCTTCCTGGGCCT 
TCATAGTCAGGTTCCTGGAAAGCAACTGGTTTGTGTGGGTGAC^ 
TGATCATGACCGGAACATGGACTGGGTTTCCA^ 
5 TTCAATGACTGGTTCAGTGGACACCTCAACTTCCAGATTGAGCACCATCTTTTTCCC^ 
ACAATTACCACAAAGTGGCTCCCCTGGTGCAGTCCTTGTGT^ 

GGCCCTGCTGTCAGCCTTCGCCGAC^TCATCC^CTCACTAAAGGAGTGAGGGCAGCTCTGGCTAGATGCC 
TATCTTC AC CAATAAC AACAG C CAC C CTGC CCAGTCTGGAAGAAGAGGAGGAAGACTCTGGAGC CAAGG C 
AGAGGGGAGCTTGAGGGACAATGCCACTATAGTTTAATACTCAGAGGGGGTTGGGTTTGGGGACATAAAG 

1 0 CCTCTGACTCAAACTCCTCCCTTTTATCTTCTAGCCACAGTTCTAAGACCCAAAGTGGGGGGTGGACACA 
GAAGTCCCTAGGAGGGAAGGAGCTGTTGGGGCAGGGGTGTAAATTATTTCCTTTTTCTAGTTTGGCACAT 
GCAGGTAGTTGGTGAACAGAGAGAACCAGGAGGGTAACAGAAGAGGAGGGACCTACTGAACCCAGAGTCA 
GGAAGAGATTTAACACTAAAATTCCACTCATGCCGGGCGTGGTGGCACGCGCCTGTAATCCCAGCTACCC 
AGGAGGCTGAGGCAGGAGAATCGCTTGAACCGGGGAGGTGGAGGTTGCAGTGAGCTGAGATCACGCCATT 

1 5 GTACTCCAGCCTGGGCGACAGAGCAAGACTCCATTTCAAAAAAAAAAAAAAAATCCACTCATATAAAAGG 
TGAGCTCAGCTCACTGGTCCATTTCTCAGTGGCTTCTCCATCCTCATTTGCAAACCTCAGAGGGATAAGG 
CAGTTGAACCTGATGAGCAAGAATTATAACAGCAAGGAAACATTAATGCTTAGAATTCTGAGATCCAGCA 
CAACTCAGTCTGTGGGAGCTCAGCTCGCTGCCCAGGGATAGGTATGACCTATGTCTGCCTTAGGCTGCTG 
GGAGATGCCATTCTCCAGTTTCAGAAGCAGGCAGGGCAAAGGTCAAGACTGTGGTATTGGGGTCTTTTGG 

20 CTCTGAAGGATCCTGGAACCACTGATTTTGGTTTATTCCCTCCAGGGTCTAAAGAGAACAAGAGGTGCTA 
GCTCTTACCAAAACAGATGGTAGAGAGAGTTGCTGGCTATTTAAAAAGCTCTTTCATCTTTTAATTCACC 
TCTTCTTTTCAC CTCTTTAAC CACTC CTCAGGAACAGAAC ACTTCTAGGACTGGGGGTCTTTTAGCTCCA 
TAAGCAAGTGAGCAGATGGGACAAGTTAGTCTTTTCTCCCTAGAAACAAAGGGGATGCCCAGTGGTTTCC 
CTTTGCTTCCCAACCTAAAATTTCAAGTTTAATAAAATAGCAATTAGCAGAAGTGACCAAATTGGGAGAT 

25 AATTATCAGTCATGAGGAAAGACACAGATTTCGGTCATAAAGAATGTAAGGGCTATAAGTAGAAACTTTC 
TATAACCTAAATGATGTTATAGAATTATTTTTGAGCAGGAGCAGAAAGATTAAATATGATCACTTCATAC 
TTCTAAATCAGAAATAGGAAGATTAAAACCACAGAACAGTTTGTGATTTCTATTGCTGTAGCTAGGTATC 
TTACTCTGTCCACTCTTGTTCAAGTATCTAACTCTTCTGGAAACCAAATAGGCTTTAGAAGAGATTATCC ' 
TATATTCCTATCAGTATAATACTAAAATGTAACTTTTTAATCATCTGGTTTTTAAAAGATAAACAGTTTA 

30 GCCCATCTCTCCAGAGAGCAAACATAGGAATATGACTCAGGAGCCTCCTAGGGCTTATCATCAGCCCTCA 
CACCCGCTTCCCCCTCCAACCCACAGCCTTTGCTTCCAGGTGGCAGGATTACTACTTTGCCTCTTCAGCA 
GCATCTACTCTAGGCATATTGATCATTTTAGACACTGGGAGAAGAGAACCTCAAACTAGGAGGAAAAGAC 
AGAGCCTCCACTTAGTTTTGGGAGGGGATGGCAGACAGTCAAGGAGATGAGCGTCCTAAGGCATGTTGGG 
ATAGGGTCAGATGCACCACCCATGGAGAGGTTTGTCT^CACAAAGACATGGAAGGTTAGAGGTTTGTCAA 

35 CAAA^GAC^TGGAAGGTTAGGTTTGTCAACACAAAGACATGGAAGATTAGAGGTTTGTCAACACAAAGA 
CACAGGAAGAATGGGCTGCAGAAGATTTAGATGTTTTCCATTTGGGCACATTTTACTTAGCTGGAGAACT 
AGGTTTAAAACAGCCTGGGTAGGAAAATTAGAAGCAAGCTGGATGCAGTGGCTCATGCCTGTAATCCCAA 
CACTTTTGGGAGGTCCAGGCAGGAGGATCACTTGGGCCCAGGAGGTCAAGCCTGCAGCGAGCTGAGATCA 
CACCACTG<^CTCCAGCCTGGGGTGATAGAACAAGACCCTGTCTCAAAAAAAAAAAAAAAGAAG^^ 

40 TTAGAATTGAGGAGTTGTACCTCCATTGGCTTCCTCACTCCAAAATAGGTGCTGATCCTTCCTATTCCTA 
TTCTTTGCCACCTTTTGGGTGTGGTGTGA.CCAGCCTGTTTAGCCAAGTAGCTTTGGGCATAGGCTGCCCA 
ATCTGAGCAAACACCAGTGAGGCTCTATTGAGCCAAGACCAAGTCCTCAAAGCACCTGAACCACTGTGGC 
CTTCTCAGCCTACAGC^GTGTGGTCTCTTACATGGCCACAAAGGGACACACAGTGACAAAAGGCTCGGAA 
TGTTACAATGGTAAAATGAGTGATCTCAAATCCACTGACAGATATAAAATAGGCTTAGAGAGGAAAAGCT 

45 GCCTCTGGTCAAGTAGATCATGGCAGCATGAATTCCAACTCACTTTTTTACAACTCCAACTTCTATGTTT 

ATCTTTGTTACTTTCACTTTTTTACAACCTGGCCAGAGGCATTTTTTAAATCAGGCCCAATATCAGTATT 

CTTTTTGTGTGTGCCAATTTTGTTATCACATCCCTATGAAGTTGAAAAATAAAGTTAATTTTGACCAAAA 
AAAAAAAAAAAAG 

50 SEQ ID NO:69 

>gi | 11181775 | ref |NPJ>37534 .2 | fatty acid desaturase 1; delta-5 fatty acid 
desaturase; linoleoyl-CoA desaturase (delta-6-desaturase) -like 1; delta-5 
desaturase [Homo sapiens] 

MAPDPVAAETAAQGPTPRYFTWDEVAQRSGCEERWLVIDRKVYNISEF 
55 FVAFHINKGLVKKYMNSLLIGE 

LliDGAAWLTLWVFGTSFLPFId^CAVLLSAVQAQ 

WWimMHFQHHAKPNCFRKDPDINI^^ 

WYIFYFVIQRKKWVDLAWMITFYVRFFLTYVPL^^ 

RNMDWSTQLQATCNVHKSAFNDWFSGHLOTQIEHHLFPTM 
60 SAFADIIHSLKESGQLWLDAYLHQ 
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SEQ ID NO:70 

Dynactin 6, p27 subunit 

>gi | 18426895 | ref |NM_006571 .2 | Homo sapiens novel RGD - containing protein 
(WS-3) , mRNA 

5 caaccctgccaggctctccaatcgcatgtggaattatcgctctacccaggcggtggtgtcgatctacgtt 
ccaattggggccgtac catgg cggagaagactcaaaagagtgtgaagattgctcctggagcagttgtatg 
tgtagaaagtgaaatcagaggagatgtaactatcggacctcggacagtgatccaccctaaaggaagaatt 
attgcggaagccgggccaatagtgattggcgaagggaacctaatagaagaacaggcccttatcataaatg 
cttacccagataatatcactcctgacactgaagatccagaaccaaaacctatgatcattggcaccaataa 
1 0 tgtgttksaagttggctgttattcccaagcc^^ 

tatgtaggcagaaatgtaatattgacaagtggctggat 

aagtcatccctgagaatacggtgatctatggtgcagactgccttcgtcgggtgcagactgagcgaccgca 
gccccagacactacagctggatttcttgatgaaaatcttgccaaattaccaccacctaaagaagactatc 
aaaggaagctcaactcca.gtaaagaac taa gaacagtgtataacatgaagataacattttgtctttgacc 
1 5 actgtcttttgaatgggcccacagtgtttatgtactctt^ 

attttgtaaaattgggttgagaggaaactaatggagtttcattgtaactgtcctttgtaatttatataaa 
tgtattattttcctatatccttggttcttttctgataatttacagatttagcttttcttttgttatataa 
actgctagccacaaattttagttatgtaaaaggctacccttgacaagaaaagacatactgtcatgtattt 
atattctagcatagactaaactgaataaaaatgctgataacaggacctttat^aaaaaaaaaaa 

20 

SEQIDNO:71 

>gi | 5730116 |ref|NP_006562.l| novel RGD-containing protein [Homo sapiens] 
MAEKTQKSVKIAPGAWCVBSEIRGDVTIGPRTVIHPK^ 

TPDTEDPEPKPMI IGTNNVFEVGCYS QAMKMGDNNVT E S KAYVGRNVI LTS GC I IGACCNLNTFEVI PEN 
25 TVIYGADCLRRVQTERPQPQTLQLDFLMKILPNYHHLKKTMKGSSTPVKN 

SEQ ID NO:72 

Elongation factor 1 alpha (EFlof) 
>GLl_34_IiOW_3__G3Fl Direction: sense 
30 ACTGTNCCTGCTTGGCCGAGTGGAGACTGGTGTTCTCAAACCCGGATATGGTGGTCACCTTTGCTCCAGCTCAAC 
GTTACAACGGAAGTAAAATCTGTCGAAATGCACCATGAAGCTTTGAGTGAAGCTCTTCCTGGGGACAATGTGGGC 
TTCAATGTCAAGAATGTGTCTGTCAAGGATGTTCGTCGTGGCAACGTNGCTGGTGACAGCAAAAATGACCCACCA 
ATGGAAGCAGCTGGCTTCACTGCTCAGGTGATTATCCTGAACCATCCAGGCCAAATAAGCGCC 

35 SEQIDNO:73 

>GL1_34_L0W_3_G3R1 Direction: anti-sense 

GGCGCTTATTTGGCCTGGATGGTTCAGGATAATCACCTGAGCAGTGAAGCCAGCTGCTTCCATTGGTGGGTCATT 
TTTGCTGTCACCAGCAACGTTGCCACGACGAACATCCTTGACAGACACATTCTTGACATTGAAGCCCACATTGTC 
CCCAGGAAGAGCTTCACTCAAAGCTTCATGGTGCATTTCGACAGATTTTACTTCCGTTGTAACGTTGACTGGAGC 

40 

AAAGGTGACCACCATACCGGGTTTGAGAACACCAGTCTCCACTCGGCCAACAGGAACAGT 

SEQ ID NO:74 

>GLl_34_IiOW_4_G3Fl Direction: sense 

ACTGTTCCTGTTGGCCGAGTGGAGACTGGTGTTCTCAAACCCGGTATGGTGGTCACCTTTGCTCCAGTCAACGTT 
45 ACAACGGAAGTAAAATCTGTCGAAATGCACCATGAAGCTTTGAGTGAAGCTCTTCCTGGGGACAATGTGGGCTTC 
AATGTCAAGAATGTGTCTGTCAAGGATGTTCGTCGTGGCAACGTTGCTGGTGACAGCAAAAATGACCCACCAATG 
GAAGCAGCTGGCTTCACTGCTCAGGTGATTATCCTGAACCATCCAGGCCAAATAAGCGCC 

SEQIDNO:75 

50 >GLl_34_LOW_4_G3Rl Direction: anti-sense 

GGCGCTTATTTGGNCTGGATGGTTCAGGATAATCACCTGAGC^GTGAAGCCAGCTGCTTCCATTGGTGGGTCATT 
TNTGNTGTCACCAGCAACGTTGCCACGACGAACA^ 

CCCAGGAAGAGCTTCACTCAAAGCTTCATGGTGCATTTCGACAGATTTTACTTC 
^ AAAGGTGACCACCATACCGGGTTTGAGAACACCAGTCTCCACTCGGCCAACAGGAACAGT 

SEQ ID NO:76 

>gi | 20127674 | ref |NM_001402 . 3 | Homo sapiens eukaryotic translation 
elongation factor 1 alpha 1 (EEF1A1) , mRNA 

GGCACGAGGGTTTGCCGCCAGAACACAGGTGTCGTGAAAACTACCCCTAAAAGCCAA AATGG GAAAGGAA 

60 

AAGACTCATATCAAC^TTGTCGTCATTGGACACGTAGATTCGGGCAAGTCCACCACTACTGGCCATCTGA 
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TCTATAAATGCGGTGGCATCGACAAAAGAACC^TTGAAAAATTTGAGAAGGAGGCTGCTGAGATGGGAAA 
GGGCTCCTTCAAGTATGCCTGGGTCTTGGATAAACTGAAAGCTGAGCGTGAACGTGGTATCACCATTGAT 
ATCTCCTTGTGGAAATTTGAGACCAGCAAGTACTATGTGACTATCATTGATGCCCCAGGACACAGAGACT 
TTATCAAAAACATGATTACAGGGACATCTCAGGCTGACTGTGCTGTCCTGATTGTTGCTGCTGGTGTTGG 
5 TGAATTTGAAGCTGGTATCTCCAAGAATGGGCAGACCCGAGAGCATGCCCTTCTGGCTTACAGACTGGGT 
GTGAAACAACTAATTGTCGGTGTTAACAAAATGGATTCCACTGAGCCACCCTACAGCCAGAAGAGATATG 
AGGAAATTGTTAAGGAAGTCAGCACTTACATTAAGAAAATTGGCTACAACCCCGACACAGTAGCATTTGT 
GCCAATTTCTGGTTGGAATGGTGACAACATGCTGGAGCCAAGTGCTAACATGCCTTGGTTCAAGGGATGG 
AAAGTCACCCGTAAGGATGGCT^TGCCAGTGGAACCACGCTGCTTGAGGCTCTGGACTGCATCCTACCAC 
10 CAACTCGTCCAACTGACAAGCCCTTGCGCCTGCCTCTCCAGGATGTCTACAAAATTGGTGGTATTGGTAC 
TGTTCCTGTTGGCCGAGTGGAGACTGGTGTTCTCAAACCCGGTATGGTGGTCACCTTTGCTCCAGTCAAC 
GTTACAACGGAAGTAAAATCTGTCGAAATGCACCATGAAGCTTTGAGTGAAGCTCTTCCTGGGGAG^^ 
TGGGCTTCAATGTCAAGAATGTGTCTGTCAAGGATGOT 

TGACCCACCAATGGAAGCAGCTGGCTTCACTGCTCAGGTGATTATCCTGAACCATCCAGGCCAAATAAGC 

15 GCCGGCTATGCCCCTGTATTGGATTGCCAGACGGCTCACATTGCATGCAAGTTTGCTGAGCTGAAGGAAA 

AGATTGATCGCCGTTCTGGTAAAAAGCTGGAAGATGGCCCTAAATTCTTGAAGTCTGGTGATGCTGCCAT 

TGTTGATATGGTTCCTGGCAAGCCCATGTGTGTTGAGAGCTTCTCAGACTATCCACCTTTGGGTCGCTTT 

GCTGTTCGTGATATGAGACAGACAGTTGCGGTGGGTGTCATCAAAGCAGTGGACAAGAAGGCTGCTGGAG 

CTGGCAAGGTCACCAAGTCTGCCCAGAAAGCTCAGAAGGCTAAATGAATATTATCCCTAATACCTGCCAC 

20 CCCACTCTTAATCAGTGGTGGAAGAACGGTCTCAGAACTGTTTGTTTCAATTGGCCATTTAAGTTTAGTA 

GTA7VAAGACTGGTTAATGATAACAATGCATCGTAAAACCTTCAGAAGGAAAGGAGAATGTTTTGTGGACC 
ACTTTGGTTTTCTTTTTTGCGTGTC^ 

AACAACTTGACCAAAAATTTGTGACAGAATTTTGAGACCCATTAAAAAAGTTAAATGAGAAAAAAAAAAA 
AAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
25 AAAAAAAAAAAAA 

SEQ ID NO:77 

>gi | 4503471 |ref|NP_001393.l| eukaryotic translation elongation factor 1 
alpha 1 [Homo sapiens] 
30 MGKEKTHINIVVIGHVDSGKSTTTGHLIYKCG 

I T I D I SLWKFETSKYYVT I IDAPGHRD F I KNM I TGTS QADCAVL I VAAGVGEFE AG I S KNGQTREHALLA 

YTLGVKQLIVGVNK^STEPPYSQKRra^ 

FKGWKVTRKDGNASGTTLLEALDCILPPTRPTDK^^ 

APVOTTTEVKSVEMHHEALSEALPGDWGFNVKWSVra ILNHP 
35 GQISAGYAPVIiDCHTAHIACKFAELKEKIDRRSGKKLEDGPKFLKSGDAAIVDMVPGKPMCVESFSDYPP 
LGRFAVRDMRQTVAVGVI KAVDKKAAGAGKVTKSAQKAQKAK 

SEQIDNO:78 

Elongation factor 4 gamma (ElF4-y) 
40 >GL1_3_1_G3F1 Direction: sense 

GTCCAACTCAAAGATATGGGAGAGGATTTGGAGTGCCTCTGTCAGATAATGAGGACAGTGGGACCTAGATTAGAC 
CATGAACGAGCCAAGTCCTTAATGGATCAGT 

SEQ ID NO:79 
45 >GL1_3_1_G3R1 Direction: anti-sense 

ACTGATCCATTAAGGACTTGGCTCGTTCATGGTCTAATCTAGGTCCCACTGGTCCTCATTATCTGACAGAGGCAC 
TCCAAATCCTCTCCCATATCTTTGAGTTGGAC 

SEQ ID NO:80 
50 >GL1_3_J2_G3R1 Direction: anti-sense 

ACTGATCCATTAAGGACTTGGNTCGTTCATGGTCTAATCTANAGTCCCACTGGTCCTCATTATCTGACAGGAGAG 
CACTCCAAATCCTCTCCCATATCTTTGAGTTGGAC 

SEQ ID NO:81 

55 >gi | 4503538 |ref|NM_001418.l| Homo sapiens eukaryotic translation initiation 
factor 4 gamma, 2 (EIF4G2) , mRNA 

CAGCAGTGAGTCGGAGCTCTATGGAGGTGGCAGCGGGTACCGAGTGGCGGCTGCAGCAGCGACTCCTCTG 
AGCTGAGTTTGAGGCCGTCCCCGACTCCTTCCTCCCCCTTCCCTCCCCCTTTTTTTTGTTTTCCGTTCCC 
CTTTCCCCTCCCTTCCCTATCCCCGACGACCGGATCCTGAGGAGGGAGCTGCGGTGGCAGCTGCTGAGTT 
60 CTCGGTGAAGGTATTTCATTTCTCCTGTCCCCTCCCCTCCCCACCCCATCTATTAATATTATTCTT 
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AGATTCTTCGTTGTCAAGCCGCCAAAGTGGAGAGTGCGATTGCAGAAGGGGGTGCTTCTCGTTTCAGTGC 
TTCTTCGGGCGGAGGAGGAAGTAGGGGTGCACCTCAGCACTATCCCAAGACTGCTGGCAACAGCGAGTTC 
CTGGGGAAAACCCCAGGGCAAAACGCTCAGAAATGGATTCCTGCACGAAGCACTAGACGAGATGACAACT 
CCGCAGCAAACAACTCCGCAAACGAAAAAGAACGACATGATGCAATCTTCAGGAAAGTAAGAGGCATACT 
AAATAAGCTTACTCCTGAAAAGTTTGACAAGCTATGCCTTGAGCTCCTCAATGTGGGTGTAGAGTCTAAA 
CTCATCCTTAAAGGGGTCATACTGCTGATTGTGGACAAAGCCCTAGAAGAGCCAAAGTATAGCTCACTGT 
ATGCTCAGCTATGTCTGCGATTGGCAGAAGATGCACCAAACTTTGATGGCCCAGCAGCAGAGGGTCAACC 
AGGACAGAAGCAAAGCACCACATTCAGACGCCTCCTAATTTCCAAATTACAAGATGAATTTGAAAACCGA 
ACTAGAAATGTTGATGTCTATGATAAGCGTGAAAATCCCCTCCTCCCCGAGGAGGAGGAACAGAGAGCCA 
TTGCTAAGATCAAGATGTTGGGAAACATCAAATTCATTGGAGAGCTTGGCAAGCTTGATCTTATTCACGA 
ATCTATCCTTCATAAGTGCATCAAAACACTTTTGGAAAAGAAGAAGAGAGTCCAACTCAAAGATATGGGA 
GAGGATTTGGAGTGCCTCTGTCAGATAATGAGGACAGTGGGACCTAGATTAGACCATGAACGAGCCAAGT 
CCTTAATGGATCAGTACTTTGCCCGAATGTGCTCCTTGATGTTAAGTAAGGAATTGCCAGCAAGGATTCG 
TTTCCTGCTGCAGGATACCGTAGAGTTGCGAGAACACCATTGGGTTCCTCGCAAGGCTTTTCTTGACAAT 
GGACCAAAGACGATCAATCAAATTCGTCAAGATGCAGTAAAAGATCTAGGGGTGTTTATTCCTGCTCCTA 
TGGCTCAAGGGATGAGAAGTGACTTCTTTCTGGAGGGACCGTTCATGCCACCCAGGATGAAAATGGATAG 
GGACCCACTTGGAGGACTTGCTGATATGTTTGGACAAATGCCAGGTAGCGGAATTGGTACTGGTCCAGGA 
GTTATCCAGGATAGATTTTCACCCACCATGGGACGTCATCGTTCAAATCAACTCTTCAATGGCCATGGGG 
GACACATCATGCCTCCCACACAATCGCAGTTTGGAGAGATGGGAGGCAAGTTTATGAAAAGCCAGGGGCT 
AAGCCAGCTCTACCATAACCAGAGTCAGGGACTCTTATCCCAGCTGCAAGGACAGTCGAAGGATATGCCA 
CCTCGGTTTTCTAAGAAAGGACAGCTTAATGCAGATGAGATTAGCCTGAGGCCTGCTCAGTCGTTCCTAA 
TGAATAAAAATCAAGTGCCAAAGCTTCAGCCCCAGATAACTATGATTCCTCCTAGTGCACAACCACCACG 
CACTCAAACACCACCTCTGGGACAGACACCTCAGCTTGGTCTCAAAACTAATCCACCACTTATCCAGGAA 
AAGCCTGCCAAGACCAGCAAAAAGCCACCACCGTCAAAGGAAGAACTCCTTAAACTAACTGAAACTGTTG 
TGACTGAATATCTAAATAGTGGAAATGCAAATGAGGCTGTCAATGGTGTAAGAGAAATGAGGGCTCCTAA 
ACACTTTCTTCCTGAGATGTTAAGCAAAGTAATCATCCTGTCACTAGATAGAAGCGATGAAGATAAAGAA 
AAAGCAAGTTCTTTGATCAGTTTACTCAAACAGGAAGGGATAGCCACAAGTGACAACTTCATGCAGGCTT 
TCCTGAATGTATTGGACCAGTGTCCCAAACTGGAGGTTGACATCCCTTTGGTGAAATCCTATTTAGCACA 
GTTTGCAGCTCGTGCCATCATTTCAGAGCTGGTGAGCATTTCAGAACTAGCTCAACCACTAGAAAGTGGC 
ACCCATTTTCCTCTCTTCCTACTTTGTCTTCAGCAGTTAGCTAAATTACAAGATCGAGAATGGTTAACAG 
AACTTTTTCAACAAAGCAAGGTCAATATGCAGAAAATGCTCCCAGAAATTGATCAGAATAAGGACCGCAT 
GTTGGAGATTTTGGAAGGAAAGGGACTGAGTTTCTTATTCCCACTCCTCAAATTGGAGAAGGAACTGTTG 
AAGCAAATAAAGTTGGATCCATCCCCTCAAACCATATATAAATGGATTAAAGATAACATCTCTCCCAAAC 

CCCCCCCAGCGATGAAACAGATTCATCCTCTGCTCCTTCCAAAGAACAGTTAGAGCAGGAAAAACAACTA 
CTATGACATGGAAATTATTGAAGAAGAAGCTTOCTTC 

GGAA ^ GGCAAGGCTOTGTOCCAGGTG ^ TCAGT GGCTAACCTGGTTAGAAACTGCTGAAGAAGAAG^ 
CAGAGGAAGAAGCTGACTAAAGAACC AG CCAAAGC CTTAAATTGTGCAAAACATACTGTTGCTATGATGT 
AACTGCATTTGACCTAACCACTGCGAAAATTCATTCCGCTGTAATGTTTTCACAATATTTAAAGCAGAAG 
CACGTCAGTTAGGATTTCCTTCTGCATAAGGTTTTTTTGTAGTGTAATGTCTTAATCATAGTCTACCATC 
AAATATTTTAGGAGTATCTTTAATGTTTAGATAGTATATTAGCAGCATGCAATAATTACATCATAAGTTC 
TCAAGCAGAGGCAGTCTATTGCAAGGACCTTCTTTGCTGCCAGTTATCATAGGCTGTTTTAAGTTAGAAA 
ACTGAATAGCAACACTGAATACTGTAGAAATGCACTTTGCTCAGTAATACTTGAGTTGTTGCAATATTTG 
ATTATCCATTTGGTTGTTACAGAAAAATTCTTAACTGTAATTGATGGTTGTTGCCGTAATAGTATATTGC 
CTGTATTTCTACCTCTAGTAATGGGCTTTATGTGCTAGATTTTAATATCCTTGAGCCTGGGCAAGTGCAC 
AAGTCTTTTTAAAAGAAACATGGTTTACTTGCACAAAACTGATCAGTTTTGAGAGATCGTTAATGCCCTT 
^^?]^ 

^™ C ™ TAATOTATCAAGTCATGTTCATGCCCTGATT ^^ 
TGTGATACTTGAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 

SEQIDNO:82 

>gi|4503539|ref |NP_001409.1| eukaryotic translation initiation factor 4 
gamma, 2; Eukaryotic translation initiation factor 4G-like X; P 97 [Homo 
sapiens] e 1 ,u 

ME f^^S GASRFSASSGGGGSRGAPQOTP ^ AGNSE ^ GKTPG Q NA Q^IPARSTRRDDNSAANNSANE 
KERHDAIFRKTOGILNKLTPEKFDKLCLELLNVGVESKLILKGVILLIVDKALEEPKYSSLYAQLCLRLA 
EDA £*f? GPAAEG Q PG Q K Q^ T TF^ 

IKFIGELGKLDLIHESIIflKCIKTLLEKKKRVQLKDMGEDLECLCQIMRWGPRLDHERAKSLMDQYPAR 
MCSLMLSKELPARIRPLLQDTVELP^HHWVPRKAPLDNGPKTINQIRQDAVKDLGVFIPAPMAQGMRSDP 
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FLEGPFMPPRMKMDRDPLGGIiADMFGQMPGSGIGTGPGVIQDRFSPTMGRHRSNQLFNGHGGHIMPPTQS 
QFGEMGGKFMKSQGLSQLYHNQSQGLLSQLQGQSKDMPPRFSKKGQL^^ 
QPQITMIPPSAQPPRTQTPPLGQTPQLGLKTNPPLIQEKPAKTSK^ 
ANEAVNGVREMRAPKHFLPEMLSKVIILSIJDRSDEDKEKASSLISLLKQE^ 
5 EGjEVDIPLVKSYLAQFAARAIISELVSISELAQPLESGTHFPLFLLCLQQIiAKLQDR^ 
MQKNfrPEIDQNKDRMLEILEGKGLSFLFPLL^ 

ILMTSFLQYISSEVNPPSDETDSSSAPSKEQLEQEKQLLLSFKPVMQKFLHDHVDLQVSALYALQVHC^ 
Sl^PKGMLLRFFVHFYDMEIIEEEAPLAWKEDITQEFPGKGKAL 

10 SEQ ID NO:83 
Filamin A 

>GL3_11C_PCR_G3F1 Direction: sense 

ACATCCAGGACACGGTGATGGCACGCACACCATTACCTACATTCCCCTCTGCCCCGGGGCCTACACCGTCACCAT 
CAAGTACGGCA 

15 

SEQ ID NO:84 

>GIj3_15A_2_M13R Direction: anti- sense 

TGCCGTACTTGATGGTGACGGTGTAGGCCCCGGGGCAGAGGGGAATGTAGGTAATGGTGTGCGTGCCATCACCGT 
GGTCCTGGATGTTCGCAGAAACCAGCACACTGGAGCCACCGCTGCACCGGGCTTGGGGGCTCCTCCTTGTACAGC 
20 TCGTCCATGCCGAGAGAAGGGCGAATTCTTGCAGATATNCATCACACTGGCGGGCGCTCGAGC 

SEQ ID NO:85 

>GL3_32C_PCR_J33F1 Direction: sense 

ACATCAGGACCACGGATGATGGCACGCACACCATACCTACATCCCCTCTGCCCCGGGGCCTACACCGTCACCATC 
25 AAGTACGGCACCGNAGAACCCAGCACAGTGGTNAGATAGATAAAGCGGCCGCTCGACTAGTCTGAGGTCTGAATA 
CTCAACTGAACTGTACGTAAAAACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
A^A^AAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
AAAAA 

30 SEQ ID NO:86 

>gi | 4503744 |ref|NM__001456.l| Homo sapiens filamin A, alpha (actin binding 
protein 2 80) (FLNA) , mRNA 

GCGATCCGGGCGCCACCCCGCGGTCATCGGTCACCGGTCGCTCTCAGGAACAGCAGCGCAACCTCTGGTC 
CCTGCCTCGCCTCCCGCGCGCCTAGGTGCCTGCGACTTTAATTAAAGGGCCGTCCCCTCGCCGAGGCTGC 

35 AGCACCGCCCCCCCGGCTTCTCGCGCCTCAAAATGAGTAGCTCCCACTCTCGGGCGGGCCAGAGCGCAGC 
AGGCGCGGCTCCGGGCGGCGGCGTCGACACGCGGGACGCCGAGATGCCGGCCACCGAGAAGGACCTGGCG 
GAGGACGCGCCGTGGAAGAAGATCCAGCAGAACACTTTCACGCGCTGGTGCAACGAGCACCTGAAGTGCG 
TGAGCAAGCGCATCGCCAACCTGCAGACGGACCTGAGCGACGGGCTGCGGCTTATCGCGCTGTTGGAGGT 
GCTCAGCCAGAAGAAGATGCACCGCAAGCACAACCAGCGGCCCACTTTCCGCCAAATGCAGCTTGAGAAC 

40 GTGTCGGTGGCGCTCGAGTTCCTGGAC CGCGAGAGCATCAAACTGGTGTC CATCGACAGC AAGGC CATCG 
TGGACGGGAACCTGAAGCTGATCCTGGGCCTCATCTGGACCCTGATCCTGCACTACTCCATCTCCATGCC 
CATGTGGGACGAGGAGGAGGATGAGGAGGCCAAGAAGCAGACCCCCAAGCAGAGGCTCCTGGGCTGGATC 
CAGAACAAGCTGCCGCAGCTGCCCATCACCAACTTCAGCCGGGACTGGCAGAGCGGCCGGGCCCTGGGCG 
CCCTGGTGGACAGCTGTGCCCCGGGCCTGTGTCCTGACTGGGACTCTTGGGACGCCAGCAAGCCCGTTAC 

45 CAATGCGCGAGAGGCCATGCAGCAGGCGGATGACTGGCTGGGCATCCCCCAGGTGATCACCCCCGAGGAG 
ATTGTGGACCCCAACGTGGACGAGCACTCTGTCATGACCTACCTGTCCCAGTTCCCCAAGGCCAAGCTGA 
AGCCAGGGGCTCCCTTGCGCCCCAAACTGAACCCGAAGAAAGCCCGTGCCTACGGGCCAGGCATCGAGCC 
CACAGGCAACATGGTGAAGAAGCGGGCAGAGTTCACTGTGGAGACCAGAAGTGCTGGCCAGGGAGAGGTG 
CTGGTGTACGTGGAGGACCCGGCCGGACACCAGGAGGAGGCAAAAGTGACCGCCAATAACGACAAGAACC 

50 GCACCTTCTCCGTCTGGTACGTCCCCGAGGTGACGGGGACTC^TAAGGTTACTGTGCTCTTTGCTGGCCA 
GCACATCGCCAAGAGCCCCTTCGAGGTGTACGTGGATAAGTCACAGGGTGACGCCAGCAAAGTGACAGCC 
CAAGGTCCCGGCCTGGAGCCCAGTGGCAACATCGCCAACAAGACCACCTACTTTGAGATCTTTACGGCAG 
GAGCTGGCACGGGCGAGGTCGAGGTTGTGATCCAGGACCCCATGGGACAGAAGGGCACGGTAGAGCCTCA 
GCTGGAGGCCCGGGGCGACAGCACATACCGCTGCAGCTACCAGCCCACCATGGAGGGCGTCCACACCGTG 

55 CACGTCACGTTTGCCGGCGTGCCCATCCCTCGCAGCCCCTACACTGTCACTGTTGGCCAAGCCTGTAACC 
CGAGTGCCTGCCGGGCGGTTGGCCGGGGCCTCCAGCCCAAGGGTGTGCGGGTGAAGGAGACAGCTGACTT 
CAAGGTGTACACAAAGGGCGCTGGCAGTGGGGAGCTGAAGGTCACCGTGAAGGGCCCCAAGGGAGAGGAG 
CGCGTGAAGCAGAAGGACCTGGGGGATGGCGTGTATGGCTTCGAGTATTACCCCATGGTCCCTGGAACCT 
ATATCGTGACCATGACGTGGGGTGGTCAGAACATCGGGCGCAGTCCCTTCGAAGTGAAGGTGGGCACCGA 

60 GTGTGGCAATCAGAAGGTACGGGCCTGGGGCCCTGGGCTGGAGGGCGGCGTCGTTGGCAAGTCAGCAGAC 
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TTTGTGGTGGAGGCTATCGGGGACGACGTGGGCACGCTC 

AGATCGAATGTGACGACAAGGGCGACGGCTCCTGTGATGTGCGCTACTGGCCGCAGGAGGCTGGCGAGTA 
TGCCGTTCACGTGCTGTGCAACAGCGAAGACATCCGCCTCAGCCCCTTCATGGCTGACATCCGTGACGCG 
CCCCAGGACTTCC^CCCAGACAGGGTGAAGGCACGTGGGCCTGGATTGGAGAAGAC^ 
5 ACAAGCCAGCAGAGTTCACAGTGGATGCCAAGCACGGTGGGAAGGCCCCACTTCGG 

C^TGAAGGCTGCCCTGTGGAGGCGTTGGTCAAGGACAACGGCAATGGCACTTACAGCTGCTCCTACGTG 
CCCAGGAAGCCGGTGAAGCACACAGCCATGGTGTCCTGGGGAGGCGTCAGCATCCCCAAGAGCCCCTTCA 
GGGTGAATGTGGGAGCTGGCAGCCACCCCAACAAGGTCAAAGTATACGGCCCCGGAGTAGCGAAGAC^ 
GCTCAAGGCCCACGAGCCCACCTACTTCACTGTGGACTGCGCCGAGGCTGGCCAGGGGGACGTCAGCATC 
10 GGCATCAAGTGTGCCCCTGGAGTGGTAGGCCCCGCCGAAGCTGACATCGACTTCGACATCATCCGCAATG 
ACAATGACACCTTCACGGTCAAGTACACGCCCCGGGGGGCTGGCAGCTACACCATTATGGTCCTCTTTGC 
TGACCAGGCCACGCCCACCAGCCCCATCCGAGTCJ^ 

GCCGAGGGCCCTGGCCTCAGTCGCACTGGTGTCGAGCTTGGGAAGCCCACCCACTTCACAGTAAATGCCA 
AAGCTGCTGGCAAAGGCAAGCTGGACGTCCAGTTCTCAGGACTCACGZU^GGGG 

15 GGACATCATCGACCACCATGACAACACCTACACAGTCAAGTACACGCCTGTCCAGCAGGGTCCAGTAGGC 
GTCAATGTCACTTATGGAGGGGATCCCATCCCTAAGAGCCCTTTCTCAGTGGCAGTATCTCCAAGCCTGG 
ACCTCAGCAAGATCAAGGTGTCTGGCCTGGGAGAGAAGGTGGACGTTGGCAAAGACCAGGAGTTCACAGT 
CAAATCAAAGGGTGCTGGTGGTCAAGGCAAAGTGGCATCCAAGATTGTGGGCCCCTCGGGTGCAGCGGTG 
CCCTGCAAGGTGGAGCCAGGCCTGGGGGCTGACAACAGTGTGGTGCGCTTCCTGCCCCGTGAGGAAGGGC 

20 CCTATGAGGTGGAGGTGACCTATGACGGCGTGCCCGTGCCTGGCAGCCCCTTTCCTCTGGAAGCTGTGGC 
CCCCACCAAGCCTAGCAAGGTGAAGGCGTTTGGGCCGGGGCTGCAGGGAGGCAGTGCGGGCTCCCCCGCC 
CGCTTCACCATCGACACCAAGGGCGCCGGCACAGGTGGCCTGGGCCTGACGGTGGAGGGCCCCTGTGAGG 
CGCAGCTCGAGTGCTTGGACAATGGGGATGGCACATGTTCCGTGTCCTACGTGCCCACCGAGCCCGGGGA 
CTACAACATCAAC^TCCTCTTCGCTGACACCCACATCCCTGGCTCCCC^TTCAAGGCCCACGTGGTTCCC 

25 TGCTTTGACGCATCCAAAGTCAAGTGCTCAGGCCCCGGGCTGGAGCGGGCCACCGCTGGGGAGGTGGGCC 
AATTCCAAGTGGACTGCTCGAGCGCGGGCAGCGCGGAGCTGACCATTGAGATCTGCTCGGAGGCGGGGCT 
TCCGGCCGAGGTGTACATCCAGGACCACGGTGATGGCACGCACACCATTACCTACATTCCCCTCTGCCCC 
GGGGCCTACACCGTCACCATCAAGTACGGCGGCC AGCC CGTGCC CAACTTCC C CAGCAAGCTGCAGGTGG 
AACCTGCGGTGGACACTTCCGGTGTCCAGTGCTATGGGCCTGGTATTGAGGGCCAGGGTGTCTTCCGTGA 

30 GGCCACCACTGAGTTCAGTGTGGACGCCCGGGCTCTGACACAGACCGGAGGGCCGCACGTCAAGGCCCGT 
GTGGC CAACCCCTCAGGCAAC CTGACGGAGACCTACGTTCAGGACCGTGGCGATGGCATGTACAAAGTGG 
AGTACACGCCTTACGAGGAGGGACTGCACTCCGTGGACGTGACCTATGACGGCAGTCCCGTGCCCAGCAG 
CCCCTTCCAGGTGCCCGTGACCGAGGGCTGCGACCCCTCCCGGGTGCGTGTCCACGGGCCAGGCATCCAA 
AGTGGCACCACCAACAAGCCCAACAAGTTCACTGTGGAGACCAGGGGAGCTGGCACGGGCGGCCTGGGCC 

35 TGGCTGTAGAGGGCCCCTCCGAGGCCAAGATGTCCTGCATGGATAACAAGGACGGCAGCTGCTCGGTCGA 
GTACATCCCTTATGAGGCTGGCACCTACAGCCTCAACGTCACCTATGGTGGCCATCAAGTGCCAGGCAGT 
CCTTTCAAGGTCCCTGTGCATGATGTGACAGATGCGTCCAAGGTCAAGTGCTCTGGGCCCGGCCTGAGCC 
CAGGCATGGTTCGTGCCAACCTCCCTCAGTCCTTCCAGGTGGACACAAGCAAGGCTGGTGTGGCCCCATT 
GCAGGTCAAAGTGCAAGGGCCCAAAGGCCTGGTGGAGCCAGTGGACGTGGTAGACAACGCTGATGGCACC 

40 CAGACCGTCAATTATGTGCCCAGCCGAGAAGGGCCCTACAGCATCTCAGTACTGTATGGAGATGAAGAGG 
TACCCCGGAGCCCCTTCAAGGTCAAGGTGCTGCCTACTCATGATGCCAGCAAGGTGAAGGCCAGTGGCCC 
CGGGCTCAACACCACTGGCGTGCCTGCCAGCCTGCCCGTGGAGTTCACCATCGATGCAAAGGACGCCGGG 
GAGGGCCTGCTGGCTGTCCAGATCACGGATCCCGAAGGCAAGCCGAAGAAGACACACATCCAAGACAACC 
ATGACGGCACGTATACAGTGGCCTACGTGCCAGACGTGACAGGTCGCTACACCATCCTCATCAAGTACGG 

45 TGGTGACGAGATCCCCTTCTCCCCGTACCGCGTGCGTGCCGTGCCCACCGGGGACGCCAGCAAGTGCACT 
GTCACAGTGTCAATCGGAGGTCACGGGCTAGGTGCTGGCATCGGCCCCACCATTCAGATTGGGGAGGAGA 
CGGTGATCACTGTGGACACTAAGGCGGCAGGCAAAGGCAAAGTGACGTGCACCGTGTGCACGCCTGATGG 
CTCAGAGGTGGATGTGGACGTGGTGGAGAATGAGGACGGCACTTTCGACATCTTCTACACGGCCCCCCAG 
CCGGGCAAATACGTCATCTGTGTGCGCTTTGGTGGCGAGCACGTGCCCAACAGCCCCTTCCAAGTGACGG 

50 CTCTGGCTGGGGACCAGCCCTCGGTGCAGCCCCCTCTACGGTCTCAGCAGCTGGCCCCACAGTACACCTA 
CGCCCAGGGCGGCCAGCAGACTTGGGCCCCGGAGAGGCCCCTGGTGGGTGTCAATGGGCTGGATGTGACC 
AGCCTGAGGCCCTTTGACCTTGTCATCCCCTTCACCATCAAGAAGGGCGAGATCACAGGGGAGGTTCGGA 
TGCC CTC AGGCAAGGTGGCGCAGCCCACCATCACTGACAACAAAGACGGCAC CGTGACCGTGCGGTATGC 
ACCCAGCGAGGCTGGCCTGCACGAGATGGACATCCGCTATGACAACATGCACATCCCAGGAAGCCCCTTG 

55 CAGTT CTATGTGGATTACGTCAACTGTGGC CATGTCACTG CCTATGGGCCTGGCCTCACCC ATGGAGTAG 
TGAACAAGCCTGCCACCTTGACCGTCAACACCAAGGATGCAGGAGAGGGGGGCCTGTCTCTGGCCATTGA 

GGGCCCGTCCAAAGCAGAAATCAGCTGCACTGACAACCAGGATGGGACATGCAGCGTGTCCTACCTGCCT 
GTQCTGCCGGGGOACT^ 

CTCGGGTCACAGGTGACGACTCCATGCGTATGTCCCACCTAAAGGTCGGCTCTGCTGCCGACATCCCCAT 
60 CAACATCTCAGAGACGGATCTCAGCCTGCTGACGGCCACTGTGGTCCCGCCCTCGGGCCGGGAGGAGCCC 
TGTTTGCTGAAGCGGCTGCGTAATGGCCACGTGGGGATTTCATTCGTGCCCAAGGAGACGGGGGAGCACC 
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TGGTGCATGTGAAGAAAAATGGCCAGCACGTGGCCAGCAGCCCCATCCCGGTGGTGATCAGCCAGTCGGA 
AATTGGGGATGCGAGTCGTGTTCGGGTCTCTGGTG^^ 

GAGTTTATCATTGATACCCGCGATGCAGGCTATGGTGGGCTCAGCCTGTCCATTGAGGGGCCCAGCAAGG 
TGGACATCAACACAGAGGACCTGGAGGACGGGACGTGCAGGGTCACCTACTGCCCCACAGAGCCAGGCAA 
5 CTACATCATC^CATCAAGTTTGCCGACCAGCACGTGCCTGGCAGCCCCTTCTCTGTGAAGGTGACAGGC 
GAGGGCCGGGTGAAAGAGAGCATCACCCGCAGGCGTCGGGCTCCTTCAGTGGCGAACGTTGGTAGTCATT 
GTGACCTCAGCCTGAAAATCCCTGAAATTAGCATCCAGGATATGACAGCCCAGGTGACCAGCCCATCGGG 
CAAGACCCATGAGGCCGAGATCGTGGAAGGGGAGAACCACACCTACTGCATCCGCTTTGTTCCCGCTGAG 
ATGGGCTICACACACAGTCAGCGTCAAGTAGAAGGGCC^ 

10 TGGGGCCCCTAGGGGAAGGGGGAGCCCACAAGGTCCGAGCTGGGGGCCCTGGCCTGGAGAGAGCTGAAGC 
TGGAGTGCCAGCCGAATTCAGTATCTGGACCCGGGAAGCTGGTGCTGGAGGCCTGGCCATTGCTGTCGAG 
GGCCCCAGCAAGGCTGAGATCTCTTTTGAGGACCGCAAGGACGGCTCCTGTGGTGTGGCTTATGTGGTCC 
AGGAGCCAGGTGACTACGAAGTCTCAGTCAAGTTCAACGAGGAACACATTCCCGACAGCCCCTTCGTGGT 
GCCTGTGGCTTCTCCGTCTGGCGACGCCCGCCGCCTCACTGTTTCTAGCCTTCAGGAGTCAGGGCTAAAG 

15 GTCAACCAGCCAGCCTCTTTTGCAGTCAGCCTGAACGGGGCCAAGGGGGCGATCGATGCCAAGGTGCACA 
GCCCCTCAGGAGCCCTGGAGGAGTGCTATGTCACAGAAATTGACCAAGATAAGTATGCTGTGCGCTTCAT 
CCCTCGGGAGAATGGCGTTTACCTGATTGACGTCAAGTTCAACGGTACCCACATCCCTGGAAGCCCCTTC 
AAGATCCGAGTTGGGGAGCCTGGGCATGGAGGGGACCCAGGCTTGGTGTCTGCTTACGGAGCAGGTCTGG 
AAGGCGGTGTCACAGGGAACCCAGCTGAGTTCGTCGTGAACACGAGCAATGCGGGAGCTGGTGCCCTGTC 

20 GGTGACCATTGACGGCCCCTCCAAGGTGAAGATGGATTGCCAGGAGTGCCCTGAGGGCTACCGCGTCACC 
TATACCCCCATGGCACCTGGCAGCTACCTCATCTCCATCAAGTACGGCGGCCCCTACCACATTGGGGGCA 
GCCCCTTC^GGCCAAAGTCACAGGCCCCCGTCTC^ 

GTTTGTAGACTCTCTGACCAAGGCCACCTGTGCCCCCCAGCATGGGGCCCCGGGTCCTGGGCCTGCTGAC 
GCCAGCAAGGTGGTGGCCAAGGGCCTGGGGCTGAGCAAGGCCTACGTAGGCCAGAAGAGCAGCTTCACAG 

25 TAGACTGCAGCAAAGCAGGCAACAAGATGCTGCTGGTGGGGGTTCATGGCCCAAGGACCCCCTGCGAGGA 
GATCCTGGTGAAGCACGTGGGCAGCCGGCTCTACAGCGTGTCCTACCTGCTCAAGGACAAGGGGGAGTAC 
ACACTGGTGGTCAAATGGGGGCACGAGCACATCCCAGGCAGCCCCTACCGCGTTGTGGTGCCC TGAG TCT 
GGGGCCCGTGCCAGCCGGCAGCCCCCAAGCCTGCCCCGCTACCCAAGCAGCCCCGCCCTCTTCCCCTCAA 
CCCCGGCCCAGGCCGCCCTGGCCGCCCGCCTGTCACTGCAGCTGCCCCTGCCCTGTGCCGTGCTGCGCTC 

30 ACCTGCCTCCCCAGCCAGCCGCTGACCTCTCGGCTTTCACTTGGGCAGAGGGAGCCATTTGGTGGCGCTG 
CTTGTCTTCTTTGGTTCTGGGAGGGGTGAGGGATGGGG 

SEQ ID NO:87 

>gi|4503745|ref |NP_001447.l| filaminl (act in-binding protein-2 80) ; filamin 
35 A, alpha (actin-binding protein-280) ; filamin 1; actin-binding protein-280 
[Homo sapiens] 

MSSSHSRAGQSAAGAAPGGGVDTRDAEMPATEKDLAEDAPWK^^ 

LSDGLRLIALLEVLSQKKMHRKHNQRPTFRQMQLENVSVALEFLDRE S I KLVS IDSKAIVDGNLKL ILGL 

IWTLILHYSISMPMWDEEEDEEAKKQTPKQRLLGWIQNKLPQLPITNFSRDWQSGRALGAIjVDSCAPGLC 
40 PDVTOSWDASKPVTNAREAMQQADDW^ 

PKKARAYGPGIEPTGNMVKKRAEFTVETRSAGQGEVLVYVEDPAGHQEEAK^ 

TGTHKVTVLFAGQHIAKSPFEVYVDKS QGDASKVTAQGPGLEPSGNIANKTTYFE I FTAGAGTGEVE WI 
QDPMGQKGTVE PQLEARGD STYRCS YQPTMEGVHTVHVTFAGVP I PRS PYTVTVGQACNPS ACRAVGRGL 
QPKGVRVKETADFKVYTKGAGSGELK\TIVKGPKGEERVKQKD^ 

45 IGRS P FEVKVGTE CGNQKVRAWGPGLEGGWGKSADF WE AIGDDVGTLGF S VEGPSQAKIECDDKGDGS 
CDVRYWPQEAGEYAVHVLCNS ED IRL S PFMAD I RD APQDFHPDRVKARGPGLEKTGVAVNKPAEFTVDAK 
HGGKAPLRVQVQDNEGCPVEAIjVKDNGNGTYS CS YVPRKP VKHTAMVS WGGVS I PNS PFRVNVGAGSHPN 
KV1CVYGPGVAKTGLKAHEPTYFTVDCAEAGQGDVS IGI KCAPGWGPAEAD IDFD I IRNDNDTFTVKYTP 
RGAGSYTIMVLFADQATPTSPIRVKVEPSHDASKVKAEGPGLSRTGVELGKPTHFTW 

50 F S GLTKGDAVRDVD I IDHHDNTYTVKYTPVQQGPVGVNVTYGGDP I PKS P FS VAVS PS LDL S KI KVS GLG 
EKVDVGKDQEFTVKS KGAGGQGKVAS KI VGP SGAAVPCKVEPGLGADNS VVRFLPREEGP YEVEVTYDGV 
PVPGSPFPLEAVAPTKPSKVKAFGPGLQGGSAGSPARFTIDTKGAGTGGLGLTVEGPCEAQLECLDNGDG 
TCSVSYVPTEPGDYNINILFADTHIPGSPFKAHVVPCFDASKVKCSGPGLERATAGEVGQFQVDCSSAGS 
AELTIEICSEAGLPAEVYIQDHGDGTHTITYIPLCPGAYTVTIKYGGQPVPNFPSKLQVEPAVDTSGVQC 

5 5 ' YGPGIEGQGVFREATTEFSVDARALTQTGGPHVKARVANPSGNL 

VDVTYDGS PVP S S PFQVP VTEGCDPS RVRVHGPG IQS GTTNKPNKFTVETRGAGTGGLGLAVEGP S EAKM 

SCMDNKDGSCSVEYIPYEAGTYSLNVTYGGHQVPGSPFKV^VHDVTDASKVTCC 

FQVDTSKAGVAPLQVKVQGPKGLVEPVDVVDN^ 

PTHDAS KVKAS GPGLNTTGVPASLP VEFT IDAKDAGEGLLAVQ I TDPEGKPKKTH I QDNHDGTYTVAYVP 
60 DVTGRYTILIKYGGDEIPFSPYRVRAVPTGDASKCTVTVSIGG^^ 

KGKVTCTVCTPDGSEVDVDVVENEDGTFDI FYTAPQPGKYVI CVRFGGEHVPNS PFQVTALAGDQPS VQP 
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P ^SQQLAPQYTYAQGGQQTWAPERPLVGVNGLDVTSLRPFDLVI PFTIKKGE ITGEVRMPSGKVAQPTI 
TDNKDGTVTVRYAPSEAGLHEMD IRYDNMHI PGS PLQF YVD YVNCGHVTAYGPGLTHGVVNKPATFTVNT 
KDAGEGGLSIiAIEGPSKAEISCTDNQDGTCSVSYLPVLPGDYSILVKYNEQHVPGSPFTARVTC 
SHLKVGSAADIPINISETDLSLLTATWPPSGREEPCLLKRLRNGHVGISFVPKE 
5 ASSPIPVVISQSEIGDASRVRVSGQGLHEGHTFEPAEFIIDTRDAGYGGLSLSIEGPSKVDINTEDLEDG 
TCRVTYCPTEPGNYIINIKFADQHVPGSPFSVKVTGEGRVKESITRRRRAPSVAN^ 
IQDMTAQVTS PSGKTHEAEI VEGENHTYCIRFVPAEMGTHTVSVKYK^ 

VRAGGPGLERAEAGVPAEFS I WTREAGAGGLAIAVEGPSKAE I SFEDRKDGSCGVAYVV 
FNEEHIPDS PFWPVASPSGDARRLTVS SLQESGLKVNQPAS FAVSLNGAKGAIDAKVHSPSGALEECYV 
10 TE IDQDKYAVRF I PRENGVYIi I D VKFNGTHI PGS PFKIRVGEPGHGGDPGL VS AYGAGLEGGVTGNPAEF 
VV^SNAGAGALSVTIDGPSKVTCMDCQECPEGYRVTYTPMAPGSYLISIKYGGPYHIGG 
LVS NHS LHETS SVFVDSLTKAT CAP QHGAPGPGP ADAS KWAKGLGLS KAYVGQKS S FTVDCSKAGNNMIj 
LVGVHGPRTPCEE IIiVKHVGSRLYS VS YLLKDKGEYTLVVKWGHEHIPGS PYRVWP 

15 SEQIDNO:88 
Gal3 protein 

>GL2_46_3_M13R Direction: sense 

CCGCGAGGGCAGCGGCGGCGGCAAGATGGCGGACTTCCTGCCGTCGCGGTCCGTGCTGTCCGTGTGCTTCCCCGG 
GNCTGCCTGCTGACGAGTGGCGAGG 

20 

SEQIDNO:89 

>gi|5729847|ref |NM_006572 . 1 | Homo sapiens guanine nucleotide binding 
protein (G protein), alpha 13 (GNA13) , mRNA 

TGGGGCCGGAGAGGCGGCGAGGCGGCGGCGGCGGCGGCAAGATGGCGGACTTCCTGCCGTCGCGGTCCGT 

25 GCTGTCCGTGTGCTTCCCCGGCTGCCTGCTGACGAGTGGCGAGGCCGAGCAGCAACGCAAGTCCAAGGAG 
ATCGACAAATGCCTGTCTCGGGAAAAGACCTATGTGAAGCGGCTGGTGAAGATCCTGCTGCTGGGCGCGG 
GCGAGAGCGGCAAGTCGACCTTCCTGAAGCAGATGCGGATCATCGACGGGCAGGACTTCGACCAGCGCGC 
GCGCGAGGAGTTCCGCCCCACCATCTACAGCAACGTGATCAAAGGTATGAGGGTGCTGGTTGATGCTCGA 
GAGAAGCTTCATATTCCCTGGGGAGACAACTCAAACCAACAACATGGAGATAAGATGATGTCGTTTGATA 

30 CCCGGGCCCCCATGGCAGCCCAAGGAATGGTGGAAACAAGGGTTTTCTTACAATATCTTCCTGCTATAAG 
AGCATTATGGGCAGACAGCGGCATACAGAATGCCTATGACCGGCGTCGAGAATTTGAACTGGGTGAATCT 
GTAAAATATTTCCTGGATAACTTGGATAAACTTGGAGAACCAGATTATATTCCATCACAACAAGATATTC 
TGCTTGCCAGAAGACCCACCAAAGGCATCCATGAATACGACTTTGAAATAAAAAATGTTCCTTTCAAAAT 
GCTTGATGTAGGTGGTCAGAGATCAGAAAGGAAACGTTGGTTTGAATGTTTCGACAGTGTGACATCAATA 

35 CTTTTCCTTGTTTCCTCAAGTGAATTTGACCAGGTGCTTATGGAAGATCGACTGACCAATCGCCTTACAG 
AGTCTCTGAACATTTTTGAAACAATCGTCAATAACCGGGTTTTCAGCAATGTCTCCATAATTCTGTTCTT 
AAACAAGACAGACTTGCTTGAGGAGAAGGTGCAAATTGTGAGCATCAAAGACTATTTCCTAGAATTTGAA 
GGGGATCCCCACTGCTTAAGAGACGTCCAAAAATTCCTGGTGGAATGTTTCCGGAACAAACGCCGGGACC 
AGCAACAGAAGCCCTTATACCACCACTTCACCACTGCTATCAACACGGAGAACATCCGCCTTGTTTTCCG 

40 CGACGTGAAGGATACTATTCTGCATGACAACCTCAAGCAGCTTATGCTACAGTGATGTACAAAAGACTTG 

CTGTTTTAATATCTTTTTGTGTTTTTGATGTTTTCTGTTTGTTTTGTTTTTTAAAATAGCAGTTTACAAC 

CAGAATTAGAACAATCTTAATTCTACGTTTAACTTCTTGAAAATCTTAGTACTTTTTCTGCGGCCTTTGG 

TTTGTGGCTGAAAGCTGTTGAGTGACTCATCGCCAAGATTTGCTGTAATGCAGGCTTTGATCTGTTTCAC 
CC 

45 

SEQIDNO:90 

>gi|5729848|ref |NP_006563.1| guanine nucleotide binding protein (G 
protein), alpha 13; guanine nucleotide binding protein, alpha-13 [Homo 
sapiens] 

50 MADFLPSRSVLSVCFPGCLLTSGEAEQQRKSKEIDKCLSREKTYVKRLVKILLLGAGESGKSTFLKQMRI 
I HGQDFDQRAREEFRPT I YSNVI KGMRVLVDAREKLHI P WGDNSNQQHGDKMMS FDTRAPMAAQGMVETR 

VFLQYLPAIRALWADSGIQNAYDRRREFQLGESVKYFLDNLDKLGEPDYIPSQQDILLARRPTKGIHEYD 
FEIKWPFKI^DVGGQRSERKRWFECFDSVTSIL^^ 

FSNVSIILFLNKTDIiLEEKVQIVSIKDYFLEFEGDPHCLRDVQKFLVECFRNKRRDQQQKPLYHHFTTAI 
55 NTENIRLVFRDVKDTILHDNLKQLMLQ 
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SEQIDNO:91 

HOXB2 

>GL3_11D_1_M13R Direction: sense 

TTTGCCCTGACCCGGGCCATTGCC^GAAGACGTCTTCTCGGGGCGCCAGGATTC^CCTTTCCTTCCCGACCTC^ 
5 CTTCTTCGCGGCCGACTCCTGTCTCCAGCTATCCGGAGGCCTCTCCCCTAGCCTACAGGGTTCTCTCGACAGCCC 
TGGTCCCTTTTTCCGATGGACAAAGAGCTTGGATTTTOT 

NAGGTTTTACCCCCCCCTTTAAAAAAGCCCCCTTTGGTTATATACCCCTTACCCTTACCCCCCGTGGGTTACCCC 
TTNTATACGGAAACCCCCCCCTGGTCGGCCTTCCCCTTTATGGGGCCCCGGTCTTAAACCTTGGGGAAACACAAN 
AACTTCCGGAAAGGGACCCCCATTTCGATTTACCCCGCAAAAGCCCCCCNCTTTTCCCAAANGGGATACCGGCCA 
1 0 AGTTNTAAAGGAAACCCTTTTAANATTTGGATTG 
CACTTCTTTTTATCCACAAAGTGGGNGGGAT^ 

TTTACAAAACGNCCCGGGAGTATATTAGTTATAAAAAAAATATTCCTCCCCGAAAAACATTATTCTCCCCCCCCC 
CTTATATATTTTAACACCCC^TATATTCA^ 

15 SEQIDNO:92 

>GL3_21CJLJVI13F Direction: N/A 

TTTGCCCTGACCCGGGCCATTGCCAGAAGACGTCTTCTCGGGGCGCCAGGATTCACCTTTCCTTCCCGACCTCAA 

CTTCTTCGCGGCCGACTCCTGTCTCCAGCTATCCGGAGGCCTCTCCCCCTTAGCCTACAGGGTTCTCTCGACAGC 

CCGGTCCCGGTTTTTTATTTCCCCGGAAGGGGGAAGGGAAGGCTGGGGATTGTGTTTCGACGCAGTACGCTCTGT 

20 GCCATCGACCTGCAGTTTCCCTAACCTGTTTCCTCCTCCCGGTCCTTTCGACCCCCGCGCTCCTTGGCCGTCTAC 
TGGAA 

SEQ ID NO:93 

>GL3_11D_1JVI13F Direction: anti-sense 

25 AAAANGTATAGACTCACTATAGTGGCGAATTGGGNCCATCTAGATGCATGCTCGAGCGGCCGCCAGGTGTGATGG 
ATATCTGCAGAATTGCTGCCGCTTACGACAGTCAGTGAGTATCAGACCTCAGAGCTAGATCGAGCGGCCGCTTTA 
TCTATCTAACCACTGTGCTGGGTTCGTGCGGNCCCCGCTAGAGTTTAATGTATTCCTGAGATTTCACTGGACAGG 
AGTCTACCAAACGGAATTTTTCTGTGTGAATTTTAAAAGATAACCGAGTGCCCAATATTTTAGAACGAAGAAGAA 
AGGGAGTGGATTAAACGCTAAGTTCAGTAATACCNTGAAGTTTTTAGCAAAAGCGACATAAGTTCTATGGCGACT 

30 GAGGGGTGGGAGAGGCTCGACGNNTTTNACCAAGTAGACGGGCCAAGGAAGGCGCGGNGGGGTCCGGAAACANGG 
GACCCGGGGCAGGGGGAGGGGAAAAACCAGGGTTACAGCGNGAAAAACCTGGCCAAGGGACTACCCGGAACGTAT 
GAGGGCCAAACAAAAGAAAGGCCGGATTAACCCTATGGGGGATTGGAAAAAAAAAATCCCGAAAGGGCTTCCTAT 
ATCCCCCTCCGGGGGAAAAAAACACAGGGGGGGAAACCCCCGGGAGGCCCTATGGATCCAGGACACGAAAGCGAA 
AACCCC CCTGGGTAAGAGAGCCCTAAGGGGGGGA 

35 

SEQIDNO:94 

>GIi3_27D_2_M13R Direction: anti-sense 

CCCCCCTAGAGTTTAATTATTCCTGAGATTTCACTGGAAGGAGTCTACCAAACGGAATTTTTCTGTGTGAATTTT 
AAAAGATAACCGAGTGCCCAATATTTTAGAAGAAGAAGAAAGGGAGTGGATTAAACGCTAATTCAGTAATACCTG 

40 AATTTTAGCAAAACACATAAGTCTATGCGACTGAGGGTGGGAGAGGCTCGATTTTTCCAGTAGACGGCCAAGGAG 
CGCGGGGGTCGAAAGGACCGGGAGGAGGAAACAGGTTAGGGAAACTGCAGGTCGATGGCACAGAGCGTACTGGTG 
AAAAAATCCAGCTCTTCCTCGGAAAAAGGGACCGGGCTGTCGAGAGAACCCTGTAGGCTAGGGGAGAGGCCTCCG 
GATAGCTGGAGACAGGAGTCGGCCGCGAAGAAGTTGAGGTCGGGAAGGAAAGGTGAATCCTGGCGCCCCGAGAAG 
ACGTCTTCTGGCAATGGCCCGGGCTCCAGCCCGACGGCCCCGCGCAGCGCGCAAGCCGGGACTTCGAACGCACNC 

45 NTGCAGCCCTCATAAGCGAACGGCATTU^AAGGCCCGGGGGGTCCAGCGCATTAAGGGCCCCCCGGACCATCCTCC 
GGGCGAGGTGAACAAGCGGGGTTACCCAAGGCCGGCGGAGAGGTCCCGAGGCCATTNGACTAGGGNT 

SEQIDNO:95 

>GL3_45B_3_M13F Direction: N/A 

50 TTTGCCCTGACCCGGGCCGGGGCTGTAGACTAGAGAGGGAGAGAAGAAAACCCAAAAGCAATGGCCTGGGACTGC 
CGGAGGCTGGTGGCGGCGGGGCGCGCAGGCTGCGCACGGGTTTACACCAACACGCAGCTGCTGGAACTGGAGAAG 
GAATTCCACTTTAATAAGTACCTGTGCCGGCCACGCCGCGTCGAGATCGCGGCCTTGCTGGACCTCACCGAAAGG 
CAGGTCAAAGTCTGGTTTCAGAACCGGCGCATGAAGCACAAGCGGCAGACGCAGCACCGAGAGCCGCCGGATGGG 
GAGCCTGCCTGCCCGGGAGCCCTGGAGGACATCTGCGACCCTGCCGAGGAACCCTGCGGCCAGCCCGGGCGGCCC 

55 CTCCGCCTCGCGGGCGGCGTGGGAAGCCTGCTGTCACCCGCCGGAGGTGGTTGCCGGGGGCCC 

SEQIDNO:96 

>GIj3_27D_1_M13R Direction: anti-sense 

CCCCCCTAGAGTTTAATTATTCCTGAGATTTCACTGGAAGGAGTCTACCAAACGGAATTTTTCTGTGTGAATTTT 
60 AAAAGATAACCGAGTGCCCAATATTTTAGAAGAAGAAGAAAGGGAGTGGATTAAACGCTAATTCAGTAATACCTG 
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AATTTTAGCAAAACACATAAGTCTATGCGACTGAGGGTGGGAGAGGCTCGATT1TTCCAGTAGACGGCCAAGGAG 
CGTGGGGGTCGAAAGGACCGGGAGGAGGAAAC^GGTTAGGGAAACTGCAG 

AAAAAATCCAGCTCTTCCTCGGAAAAAGGGACCGGGCTGTCGAGAGAACCCTGTAGGCTAGGGGAGAGGCCTCCG 
GATAGCTGGAGACAGGAGTCGGCCGCGAAGAAGTTGAGGTCGGGAAGGAAAGGTAATTCCTTCTCCAGTTCCAGC 
5 AGCTGCGTGTTGGTGTAAGCCGTG 

SEQ ID NO:97 

>GL3_45B_ 1_M13R Direction: sense 

TTTGCCCTGACCCGGGCCGGGGCTGTAGACTAGAGAGGGAGAGAAGAAAACCCAAAAGCAATGGCCTGGGACTGC 
10 CGGAGGCTGGTGGCGGCGGGGCGCGCAGGCTGCGCACGGTTACACCAACACGCAGCTGCTGGAACTGGAGAAGGA 
ATTCCACTTTAATAAGTACCTGTGCCGGCCACGCCGCGTCGAGATCGCGGCCTTGCTGGACCTCACCGAAAGGCA 
GGTCAAAGTCTGGTTTCAGAACCGGCGCATGAAGCACAAGCGGCAGACGCAGCACCGAGAGCCGCCGGATGGGGA 
GCCTTGCCTTGCCCGGGAGCCCTTGGAGGACATCTGCGACCCTGCCGAGGAACCCGCGGGCCAGCCCGGGCGGCC 
CCTTCCGCCTCGCGGGCGGGCG 

15 

SEQ ID NO:98 

>GL3_11D_3_M13R Direction: anti-sense 

CCCCCCTAGAGATTCTAATGTACTTCCTGAGATTATCACTGGAAGGAGATCTACCAAACGGAATTTCTTCCGTGT 
GAATTTTAACAGAGATAACCGAGTGCCCATATTTTAGAAGAAGAAGAAAGGGAGTGGATTAAACGCTAATTCAGT 
20 AATACCTGAATTTTAGCAAAGACACATAAGTCTATGCGACTGAGGGTGGGAGAGGCTCGATTTTTCCAGTAGACG 
GCCAAGGAGCGCGGGGGTCGAAAGGACCGGGAGGAGGAAACAGGTTAGGGAAACTGCAGGTCGACTGGCACAGAG 
CGTACTGGTGAAAAAATCCAGCTCTTCCTCGGAAAAAGGGACCGGGCTGTCGAGAGAACCCTGGTAGGCTAGGGG 
AGAGGCCTCCGGATAGCTGGAGACAGGAGTCGGCCGCGAANGAAGTTGAGGTCGGGAAGGAAAGGTGAATCC 

25 SEQ ID NO:99 

>GL3_11D_4_M13F Direction: sense 

AAATTGGAAATAGACTCACTATAGGGCGAATTGGGCCCTCTAGAATGACATGCTCGAGCGGCCAGNCCAAGGTGT 
GATGGATATCTGCAGAATTCTGCCCTTACGACAGTCAGTGAGTATCAGACCTCAGAGCTAGATCGTAGCGGCCGC 
TTTATCTATCTAACCACTGTGCTGGGTNTCTGCGGCCCCCGCTAGAGTTTAATTATTCCTGAGATTTCACTGGCC 
30 AGGGAGTCTACCAACAGGGAATTTTTCTGTGTGAATTTTAAAAGATAACCGAGTGCCCAATATTTTAGAAGAAGA 
AGAAAGGGAGTGGATTAAACGCTAATTCAGTAATACCTGAATTTTAGCAAAACACATAAGTCTATGCGACTGAGG 
GTGGGAGAGGCTCGATTTTTCCAGTAGACGGCCAAGGAGCGCGGGGGNCGAAAGGACCGGGAGGAGGAAACAGGT 
TAGGGAAACTGCAGGTCGATGGCACAGAGCGTACTGGTGAAAAAATCCAGCTCTTCCTCGGAAAAAGGGACCGGG 
GTGTAAGAGAGAACCCTGGNAAGGCCAG CGGGA 

35 

SEQ ID NO: 100 

>GL3_ 41D_1_M13R Direction: anti-sense 

CCCCCCTAGAGTTTAATTATTCCTGAGATTTCACTGGAAGGAGTCTACCAGACGGAATTTTTCTGTGTGAATTTT 
AAGAAGATAACCGAGTGCCCAATATTTTAGAAGAAGAAGAAAGGGAGTGGATTAAACGCTAATTCAGTAATACCT 

40 

GAATTTTAGCAAAACACATAACGTCTATGCGACTGAGGGTGGGAGAGGCTCGATTTTGTCCAGTACGACGGCCAA 
GGAGCGCGCGGGGTCGAAAGGACCGGGAGGAGGAAACAGGTTAGGGAAACTGCAGGTCGATGGCACAGAGCGTAC 
TGGTGAAAAAATCCAGCTCTACCTCGGAAAAAGGGACCGGGACCNGATCGAGAGAACCCTGTAGGCTAGGGGAGA 
GGCCATCCGGATAGACTGGAGACAGGAGTCGGAACGCGAAGAAGTACGAGGTCGNGGAAGG 

45 SEQIDNO:101 

>GL3_41D_3_M13R Direction: anti- sense 

CCCCCCTAGAGTTTAATTATTCCTGAGATTTCACTGGAAGGAGTCTACCAAACGGAATTTTTCTGTGTGAATTTT 
AAAAGATAACCGAGTGCCCAATATTTTAGAAGAAGAAGAAAGGGAGTGGATTAAACGCTAATTCAGTAATACCTG 
AATTTTAGCAAAACACATAAGTCTATGCGACTGAGGGTGGGAGGGGCTCGATTTTTCCAGTAGACGGCCAAGGAG 

50 

CGCGGGGGTCGAAAGGACCGGGAGGAGGAAACAGGTNAGGGAAACTGCAGGTCGATGGCACAGAGCGTACTGGTG 
AAAAAATCCAGCTCTTCCTCGGAAAAAGGGACCGGGCTGTCGAGAGAACCCTGTAGGCTAGGGGAGAGGCCTCCG 
GATAGCTGGAGACAGGAGTCGGCCGCGAAGAAGTNGAGGTCGGGAAGGAAAGCGTGAAAGTCCCTGGCACAGCCA 
CCGAAGGCAAAGAACGGATClsriTTC^TNGGACAAAAATGGGACCCAGGAGCATCC 

CCCCGGACGCANGCAGNAGCGCAAAGACAGGGNGAACTCACGAAAGGCAGNACNTGACGACCCCATTCCAAAAAG 
55 GAGAGAACAANGGGNATAAAAAGGGACCAGGAGAAGANCAAG 

SEQ ID NO: 102 

>GL3__41D_4__M13R Direction: anti-sense 
CCCCCCTAGAGTTTAATTATTCCTGAGATTTC^^ 
60 AAAAGATAACCGAGTGCCCAATATTTTAGAAGAAGAAGAAAGGGAGTGGATTAAACGCTAATTC^ 
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AATTTTAGCAAAACACATAAGTCTATGCGACTGAGGGTGGGAGAGGCTCGATTTTTCCAGTAGACGGCCAAGGAG 
CGCGGGGGTCGAAAGGACCGGGAGGAGGAAACAGGTTAGGGAAACTGCAGGTCGATGGCACAGAGCGTACTGGTG 
AAAAAATCCAGCTCTTCCTCGGAAAAAGGGACCGGGCTGTCGAGAGAACCCTGTAGGCTAGGGGAGAGGCCTCCG 
GATAGCTGGAGACAGGAGTCGGCCGCGAAGAAGTTCGAGGTC 

5 

SEQIDNO:103 

>GL3_45B_1_M13F Direction: anti-sense 

CCCCCCTAGAGTTTAATTATTCCTGAGATTTCACTGGAAGGAGTCTACCAAACGGAATTTTTCTGTGTGAATTTT 
AAAAGATAACCGAGTGCCC7UVTATTTTAGAAGAGGAAGAAAGGGAGTGGATTAAACGCTAATTCAGTAATACCTG 

10 

AATTTTAGCAAAACACGTAAGTCTATGCGACTGAGGGTGGGAGAGGCTCGATTTTTCCAGTAGACGGCCAAGGAG 
CGCGGGGGTCGAAAGGACCGGGAGGAGGAAACAGGTTAGGGAAACTGCAGGTCGATGGCACAGAGCGTACTGGTG 
AAAAAATCCAGCTCTTCCTCGGAAAAAGGGACCGGGCTGTCGAGAGAACCCTGTAGGCTAGGGGAGAGGCCTCCG 

GATAGCTGGAGACAGGAGTCGGCCGCGAAGAAGTTGAGGTCGGGAAGGAAAGGTGAATCCTGGCGCCCCGAGAAG 
AC 

15 

SEQIDNO:104 

>GL3_45B_3_M13R Direction: anti-sense 

CCCCCCTAGAGTTTAATTATTCCTGAGATTTCACTGGAAGGAGTCTACCAAACGGAATTTTTCTGTGTGAATTTT 
AAAAGATAACCGAGTGCCCAATATTTTAGAAGAAGAAGAAAGGGAGTGGATTAAACGCTAATTCAGTAATACCTG 
20 AATTTTAGCAAAACACATAAGTCTATGCGACTGAGGGTGGGAGAGGCTCGATTTNTCC^GTAGACGGCGAAGGAG 
CGCGGGGGTCGAAAGGACCGGGAGGAGGAAACAGGTAGGGAAACTGCAGGTCGATGGCACAGAGCGTACTGGTGA 
AAAAATCCAGCTCTTCCTCGGAAAAAGGGACCGGGACTGTCGAGAGAACCCTGNAGGCTAGGGGAGAGGCCTCCG 
GATAGCTGGAGACAGGAGTCGGACCGCGAAGCAAGTCTGAGGTCGGGAAGGAAAGGTGAATCCTGGCGCCCCGAG 
AAGACGTCTTCT 

25 

SEQIDNO:105 

>GL3_45B_4_M13R Direction: anti-sense 

CCCCCCTAGAGTTTAATTATTCCTGAGATTTCACTGGAAGGAGTCTACCAl^ACGGAATTTTTCTGTGTGAATTTT 
AAAAGATAACCGAGTGCCCAATATTTTAGAAGAAGAAGAAAGGGAGTGGATTAAACGCTAATTCAGTAATACCTG 

30 

AATTTTAGCAAAACACATAAGTCTATGCGACTGAGGGTGGGAGAGGCTCGATTTTTCCAGTAGACGGCCAAGGAG 
CGCGGGGGTCGAAAGGACCGGGAGGAGGAAACAGGTTAGGGAAACTGCAGGTCGANGGCACAGAGCGTACTGGTG 
AAAAAATCCAGCTCTTCCTCGGAAAAAGGGACCGGGCATGTCGAGAGAACCCTGGANGGCTAGGGGAGAGGCCTA 
CCGGATAGCNGGAGACAAGGAGNCGGACG 

35 SEQIDNO:106 

>GIi3_2 7D__3_M13F Direction: N/A 

TTTGCCCTGACCCGGGCCGGGGCTGTAGACTAGAGAGGGAGAGAAGAAAACCCATTGCCAGAAGACGTCTTCTCG 
GGGCGCCAGGATTCACCTTTCCTTCCCGACCTCAACTTCTTCGCGGCCGACTCCTGTCTCCAGCTATCCGGAGGC 
CTCTCCCCTAGCCTACAGGGTTCTCTCGACAGCCCGGTCCCTTTTTCCGAGGAAGAGCTGGATTTTTTCACCAGT 

40 

ACGCTCTGTGCCATCGACCTGCAGTTTCCCTAACCTGTTTCCTCCTCCCGGTCCTTTCGACCCCCGCGCTCCTTG 
GCCGTCTACTGGAAAAATCGAGCCTCTCCCACCCTCAGTCGCATAGACTTATGTGTTTTGCTAAAATTCAGGTAT 
TACTGAATTAGCGTTTAATCCACTCCCTTTC 

TCACACAGAAAATTCCGTTTGGTAGACTCCTTCCAGTGAAATCTCAGGAATTATTAACTCTAGGGGGGCCGCAAG 
A 

45 

SEQIDNO:107 

>GL3__2 7D_3_JVI13R Direction: anti- sense 

CCCCCCTAGAGTTTAATTATTCCTGAGATTTCACTGGAAGGAGTCTACCAAACGGAATTTTTCTGTGTGAATTTT 
AAAAGATAACCGAGTGCCCAATATTTTAGAAGAAGAAGAAAGGGAGTGGATTAAACGCTAATTCAGTAATACCTG 

50 AATTTTAGCAAAACACATAAGTCTATGCGACTGAGGGTGGGAGAGGCTCGATTTTTCCAGTAGACGGCCAAGGAG 
CGCGGGGGTCGAAAGGACCGGGAGGAGGAAACAGGTTAGGGAAACTGCAGGTCGATGGCACAGAGCGTACTGGTG 
AAAAAATCCAGCTCTTCCTCGGAAAAAGGGACCGGGCTGTCGAGAGAACCCTGTAGGCTAGGGGAGAGGCCTCCG 
GATAGCTGGAGACAGGAGTCGGCCGCGAAGAAGTTGAGGTCGGGAAGGAAAGGTGAATCCTGGCGCCCCGAGAAG 
ACGTCTTCTGGCAATGGGTTTTCTTCTCTCCCTCTCTAGTCTACAGCCCCGGCCCGGGTCAGGGCAAACCGGAGA 

55 ACCCAGCACACTGGAGCCACCGNGTGCCACCGGCTTGG 

SEQIDNO:108 

>GL3_27D_4_M13F Direction: N/A 

TTTGCCCTGACCCGGGCCGGGGCTGTAGACTAGAGAGGGAGAGAAGAAAACCCATTGCCAGAAGACGTCTTCTCG 
60 GGGCGCCAGGATTCACCTTTCCTTCCCGACCTCAACTTCTTCGCGGCCGACTCCTGTCTCCAGCTATCCGGAGGC 
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CTCTCCCCTAGCCTACAGGGTTCTCTCGACAGCCCGGTCCCTTTTTCCGAGGAAGAGCTGGATTTTTTCACCAGT 
ACGCTCTX3TGCCATCGACCGTGCAGTTTCCCTAACCTGTTTCCTCCTCCCGGTCCTTTCGACCCCCGCGCTCCTT 
GGCCGTCTACTGGAAAAATCGAGCCTCTCCCACCCTCAGTCGCATAGACTTATGTGTTTTGCTAAAATTCAGGTA 
TTACTGAATTAGCGTTTAATCCACTCCCTTTCTTCTTCTTCTAAAATATTGGGCACATCGGTTATCTTTTT 
5 TTCACACAGAAAAATTCCGTTAGGG 

SEQIDNO:109 

>GL3_27D_4_M13R Direction: anti -sense 
CCCCCCTAGAGTTTAATTATTCCTGAGATTTC^^ 

1 0 AAAAGATAACCGAGTGCCCAATATTTTAGAAGAAGAAGAAAGGGAGTGGATTAAACGCTAATTCAGTAATACCTG 
AATTTTAGCAAAACACATAAGTCTATGCGACTGAGGGTGGGAGAGGCTCGATTTTTCCAGTAGACGGCCAAGGAG 
CGCGGGGGTCGAAAGGACCGGGAGGAGGAAACAGGTTAGGGAAACTGCAGGTCGATGGCACAGAGCGTACTGGTG 
AAAAAATCCAGCTCTTCCTCGGAAAAAGGGACCGGGCTGTCGAGAGAACCCTGTAGGCTAGGGGAGAGGCCTCCG 
GATAGCTGGAGACAGGAGTCGGCCGCGAAGAAGTTGAGGTCGGGAAGGAAAGGTGAATCCTGGCGCCCCGAGAAG 

15 ACGTCTTCTGGCAATGGGTTTTCTTCTCTCCCTCTCTAGTCTACAGCCCGTGGCCGGGGTCAGGGCAAACCGGAG 
AAACCAGCACACTGGAGCCA 

SEQIDNOrllO 

>GL3_21CJL_M13R Direction: anti-sense 

20 CC CCC CTAGAGTTTAATTATTC CTGAGATTTCACTGGAAGGAGTCTACCAAACGGAATTTTTCTGTGTGAATTTT 
AAAAGATAACCGAGTGCCCAATATTTTAGAAGAAGAAGAAAGGGAGTGGATTAAACGCTAATTCAGTAATACCTG 
AATTTTAGCAAAACACATAAGTCTATGCGACTGAGGGTGGGAGAGGCTCGATTTTTCCAGTAGACGGCCAAGGAG 
CGCGGGGGTCGAAAGGACCGGGAGGAGGAAACAGGTTAGGGAAACTGCAGGTCGATGGCACAGAGCGTACTGGTG 
AAAAAATCCAGCTCTTCCTCGGAAAAAGGGACCGGGCTGTCGAGAGAACCCTGTAGGCTAGGGGAGAGGCCTCCG 

25 GATAGCTGGAGACAGGAGTCGGCCGCGAAGAAGTTGAGGTCGGGAAGGAAAGGTGAATCCTGGGCGCCCCGAGAA 
GACGTCTTCTAGGCAATGGCCCGGGTCAGGGCAAA 

SEQK)NO:lll 

>GL3 41D 3 M13F Direction: N/A 

30 

TTTGCCCTGACCCGGGCCGGGGCTGTAGACTAGAGAGGGAGAGAAGGAAACCCAAAAGCAATGGCCTGGGACTGC 
CGGAGGCTGGTGGCGGCGGGGCGCGCAGGCTGCGCACGGTTTACACCAACACGCAGCTGCTGGAACTGGAGAAGG 
AATTCCACTTTAATAAGTACCTGTGCCGGCCACGCCGCGTCGAGATCGCGGCCTTGCTGGACCTCACCGAAAGGC 
AGGTC AAAGTCTGGTTTCAGAAC CGG CGCATGAAGCACAAGCGGC AGACGCAGCACCGAGAGCCGC CGGATGGGG 
AGCCTGCCTGCCCGGGAGCCCTGGAGGACATCTGCGACCCTGCCGAGGAACCCGCGGCCAGCCCGGGCGGCCCCT 
35 TCCGCCTCGCGGGCGGCGTGGGAAGCCTGCTGTCACCCGCCGGAGGTGGTGCCGGGGGCCTTAAGCGCGGACCCC 
GGCCTTTAGCCGTTCGC 

SEQIDNO:112 

>GIi3_41D_4_M13F Direction: N/A 

40 TTTGCCCTGACCCGGGCCGGGGCTGTAGACTAGAGAGGGAGAGAAGAAAACCCAAAAGCAATGGCCTGGGACTGC 
CGGAGGCTGGTGGCGGCGGGGCGCGCAGGCTGCGCACGGCTTACACCAACACGCAGCTGCTGGAACTGGAGAAGG 
AATTCCACTTTAATAAGTACCTGTGCCGGCCACGCCGCGTCGAGATCGCGGCCTTGCTGGACCTCACCGAAAGGC 
AGGTCAAAGTCTGGTTTCAGAACCGGCGCATGAAGCACAAGCGGCAGACGCAGCACCGAGAGCCGCCGGATGGGG 
AGCCATGCCTGCCCGGGAGCCCTTGGAGGACATCTGCGACCCTTGCCGAGGAACCCGCGGGCCAGCCCGGNNGCG 

45 GCCCCATCCGCCTCG 

SEQIDNO:113 

>GL3_41D_PCR_G3F1 Direction: N/A 

TTTGCCTGACCCGGGCCGGGGCTGTAGACTAGAGAGGGAGAGAAGAAAACCCAAAAGCAATGGCCTGGGACTGCC 
50 GGAGGCTGGTGGCGGCGGGGCGCGCAGGCTGCGCACGGCTTACACCAACACGCAATTCTGGAACTGGAGAAGGAA 
TTCCACTTTAATAAGTACCTGTGCCGGCCACGCCGCGTCGAGATCGCGGCCTTGCTGGACCTCACCGAAAGGCAG 
GTCAAAGTCTGGTTTCAGAACCGGCGCATGAAGCACAA.GCGGCAGACGCAGCACCGAGAGCCGCCGGATGGGGAG 
CCTGCCTGCCCGGGAGCCCTGGAGGACATCTGCGACCCTGCCGAGGAACCCGCGGCCAGCCCGGGCGGCCCCTCC 
GCCTCGCGGGCGGCGTGGGAAGCCTGCTGTCACCCGCCGGAGGTGGTGCCGGGGGCCTTAAGCGCGGACCCCCGG 
55 CCTTTAGCCGTTCGCTTAGAGGGCGCAGGCGCGTCGAGTCCCGGCTGCGCGCTGCGCGGGGCCGGCGGGCTGGAG 
CCCGGGCCATTGCCAGAAGACGTCTTCTCGGGGCGCCAGGATTCACCTTTCCTTCCCGACCTCAACTTCTTCGCG 
GCCGACTCCTGTCTCCAGCTATCCGAGGCCTCTCCCCTAGCCTACAGGGGTTCTCTCGACAGCCCGGTCCCTTTT 
TCCGAGGAAGAGCTGGATTTTTTCACCAGTACGCTCTGTGCCATCGAC 
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SEQIDNO:114 

>GL3_41E_PCR_G3F1 Direction: sense 

TTTGCCCTGACCCGGGCCGGGGCTGTAGACTAGAGAGGGAGAGAAGAAAACCCAAAAGCAATGGCCTGGGACTGC 

CGGAGGCTGGTGGCGGCGGGGCGCGCAGGCTGCGCACGGCTTACACCAACACGCAGCTCTGGAACTGGAGAAGGA 

ATTCCACTTTAATAAGTACCTGTGCCGGCCACGCCGCGTCGAGATCGCGGCCTTGCTGGACCTCACCGAAAGGCA 

GGTCAAAGTCTGGTTTCAGAACCGGCGCATGAAGCACAAGCGGCAGACGCAGCACCGAGAGCCGCCGGATGGGGA 

GCCTGCCTGCCCGGGAGCCCTGGAGGACATCTGCGACCCTGCCGAGGAACCCGCGGCCAGCCCGGGCGGCCCCTC 

CGCCTCGCGGGCGGCGTGGGAAGCCTGCTGTCACCCGCCGGAGGTGGTGCCGGGGGCCTTAAGCGCGGACCCCCG 

GCCTTTAGCCGTTCGCTTAGAGGGCGCAGGCGCGTCGAGTCCCGGCTGCGCGCTGCGCGGGGCCGGCGGGCTGGA 
GCCCGGGCCATTGCCAGAAGACGTCTT 

SEQIDNO:115 

>GL3_45B_4_M13F Direction: N/A 

TTTGCCCTGACCCGGGCCGGGGCTGTAGACTAGAGAGGGAGAGAAGAAAACCCAAAAGCAATGGCCTGGGACTGC 
CGGAGGCTGGTGGCGGCGGGGCGCGCAGGCTGCGCACGGCTTACACCAACACGCAGCTGCTGGAACTGGAGAAGG 
AATTCCACTTTAATAAGTACCTGTGCCGGCCACGCCGCGTCGAGATCGCGGCC1TGCTGGACCTCACCGAAAGGC 
AGGTCAAAGTCTGGTTTCAGAACCGGCGCATGAAGCACAAGCGGCAGACGCAGCACCGAGAGCCGCCGGATGGGG 
AGCCTGCCTGCCCGGGAGCCCTGGAGGACATCTGCGACCCCTTGCCGAGGAACCCGCGGCCAGCCCGGGCGGCCC 

SEQIDNO:116 

>GL3_45B_PCRJ33F1 Direction: N/A 

TTTGCCCTGACCCGGGCCGGGGCTGTAGACTAGAGAGGGAGAGAAGAAAACCCAAAAGCAATGGCCTGGGACTGC 
CGGAGGCTGGTGGCGGCGGGGCGCGCAGGCTGCGCACGGCTTACACCAACACGCAGCTGCTGGAACTGGAGAAGG 
AATTCCACTTTAATAAGTACCTGTGCCGGCCACGCCGCGTCGAGATCGCGGCCTTGCTGGACCTCACCGAAAGGC 
AGGTCAAAGTCTGGTTTCAGAACCGGCGCATGAAGCACAAGCGGCAGACGCAGCACCGAGAGCCGCCGGATGGGG 
AGCCTGCCTGCCCGGGAGCCCTGGAGGACATCTGCGACCCTGCCGAGGAACCCGCGGCCAGCCCGGGCGGCCCCT 
CCGCCTCGCGGGCGGCGTGGGAAGCCTGCTGTCACCCGCCGGAGGTGGTGCCGGGGGCCTTAAGCGCGGACCCCC 
GGCCTTTAGCCGTTCGCTTAGAGGGCGCAGGCGCGTCGAGTCCCGGCTGCGCGCTGCGCGGGGCCGGCGGGCTGG 
AGCCCGGGCCATTGCCAGAAGACGTCTTCTCGGGGCG 

SEQEDNO:117 

>GL3_27D_1_M13F Direction: N/A 

TTTGCCCTGACCCGGGCCGGGGCTGTAGACTAGAGAGGGAGAGAAGAAAACCCAGAAGCAATGGCCTGGGACTGC 
CGGAGGCCTTGGTTGGCGGCGGGGCGCGCAGGCTTGCGGCCAACGGTTTTACACCAAACACGCAGCTGCTTGGAA 
CTGGAGAAAGGAAATTAACCCTTTTTCCTTTCCCGAACCTTCAAACTTTCTTTCGGCGGGCCGGACTTCCTTGTC 
TCCAGCTTATCCGGAGAGCGCCTTCTCCCCATTAGCCCTAACAAGGGGTTCTCTCNGGACAGGCCCGCGGGGTCC 
CCTTTTTTCCGGAGAAAGAGCTTGAATTTTTCCAACCAAGGTACGGCCCATTCGTTTGGTTGCCCCCAATTTCGT 
AGAACCCTTTGCACAAGGTTTTTTCCCCCTATAAAAACCCTGTGGTTTTTCCCCTTCCACCTTTCCCCGCGGGGG 
TATCCCTTTTTTCAGGAAGCCGCGCCNACAAAAGGGCCTTCCTATTTTGGGCCCGGTGTACTCTTTAGCGTGTGG 
GAAAACAGAATTCGTCGGGAAGGCCCTTTCTTCCACAAACCCCCCATTCNAGAGGTCCGGGGCAAGATTTAGAAA 
CTTTATTGGACTATGATTTGTGTTGAGGGCCCTTAAACACAAAATTTTCAAGGGGGATTATTTTTA 

SEQIDNO:118 

>GL3_27D_2_M13F Direction: N/A 

TTTGCCCTGACCCGGGCCGGGGCTGTAGACTAGAGAGGGAGAGAAGAAAACCCAAAAGCAATGGCCTGGGCACTG 

CCTGGCGCTTTGGGAAGCGTGCTGTCACCCGTCCGGAGGGTGGATGCCGTGGGGTCCTATGAAGCTGCGGACCCC 

CGGTCTTTAGACCGTACGCTTAGAGCGGCGGACAGGCNCGTCGAGGTCCCGGCTGCGAACAGCGCGGAGCCCGGG 
CNGGATGAAGCCTCGTGTCNCAATTTNCCAA 

CTTCTTACCCCCTGTGTTTCCCTTTTCCCCGAAACCCTCTCGAAGTCTTTCCTTTACGGGCGNGGCCAGANACTC 
CGTTGTTCCTACCCTANGGATTACANC^^ 

TGGGAGGGTTNGTCTCCGTTCTTNCGGGGACCTAAGCGGCCCCGCTGGGCGAACCGCGGTTTTTTTTAACCCTC^ 
CCGGGAGAAAGNAGA<^UUVANGACAAAGGGTCTTTTGAGGAAGAT^ 

TAACGGGTCTCCCTTGTGCTTCGCCCACATATTTAAGTACCGGCTGTGGGCGAAGCGTTCTTGGCCCNCCAATTA 
CACAGTCCNCTTTGTGATATAACCCNCTTTCCACTCTTACCCGNGCGGGGGACTCCCACTTTTTTTTC 

SEQIDNO:119 

>GL3_41D_1_M13F Direction: N/A 

TTTGCCCTGACCCGGGCCGGGGCTGTAGACTAGAGAGGGAGAGAAGAAAACCCAAAAGCAATGGCCTGGGACTGC 
CGGAGGCTGGTGGCGGCGGGGCGCGCAGGCTGCGCNACGGTTAGACTCAACTACGCAGCTGCTGGAACTTGGAGA 

aggaatttccactttaataagtaccttgtgtccgggccacagccggcggtcagagatc^gcgggcctttgcctgg 
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ACCCTTCAGCCCGAAAAGGGCAAGGTCNAAG 

GGCT^CGAGAGGCCGGCCAAGGAACGGCAGCAACCCGGAAGAAGGCCCGGCCGCNfGGCATTGG 
NGCCCTTGGCCCCGGTGGTGAAGGTCCGCTTTGGGAANGGGAGCATATTCCTNGCGGAAACGCCTTGTC^ 
GGGTAGAAACCCCGTGACGGGGCCAAGGGCGCCCGGGGGCCGGCGGCCCCCCCTTTCCGGACCCATTTCCGGGCC 
5 GGGGNGCCGGGNGCAGTTG 

SEQIDNO:120 

>gi | 4504464 |ref|NM_002145.l| Homo sapiens homeo box B2 (HOXB2) , mRNA 
GAATTCCGGGGGGGGGTCCCTTCCGATCCTCCCTCCTGACGCCCCCCCCAGCAGCCCCCTCCCCCACCAT 

1 0 TGAAAGCCATGAATTTTGAATTTGAGAGGGAGATTGGGTTTATAAACAGCCAGCCGTCGCTCGCCGAGTG 
TCTGACTTCCTTCCCCGCTGTCTTGGAGACATTTCAAACTTCATCAATCAAGGAGTCGACATTAATTCCT 
CCTCCTCCTCCTTTCGAGC^AACCTTCCCCAGCCTCCAGCCCGGCGCCTCCACCCTTC^GAGACCCAGGA 
GCCAAAAGCGAGCCGAAGATGGGCCTGCTCTGCCGCCGCCACCGCCGCCGCCACTCCCCGCTGCCCCCCC 
GGCCCCCGAGTTCCCTTGGATGAAAGAGAAGAAATCCGCCAAGAAACCCAGCCAATCCGCCACGTCTCCT 

15 TCTCCGGCCGCCTCCGCCGTTCCGGCCTCCGGGGTCGGATCGCCTGCAGATGGCCTGGGACTGCCGGAGG 
CTGGTGGCGGCGGGGCGCGCAGGCTGCGCACGGCTTACACCAACACGCAGCTGCTGGAACTGGAGAAGGA 
ATTCCACTTTAATAAGTACCTGTGCCGGCCACGCCGCGTCGAGATCGCGGCCTTGCTGGACCTCACCGAA 
AGGCAGGTCAAAGTCTGGTTTCAGAACCGGCGCATGAAGCACAAGCGGCAGACGCAGCACCGAGAGCCGC 
CGGATGGGGAGCCTGCCTGCCCGGGAGCCCTGGAGGACATCTGCGACCCTGCCGAGGAACCCGCGGCCAG 

20 CCCGGGCGGCCCCTCCGCCTCGCGGGCGGCGTGGGAAGCCTGCTGTCACCCGCCGGAGGTGGTGCCGGGG 
GCCTTAAGCGCGGACCCCCGGCCTTTAGCCGTTCGCTTAGAGGGCGCAGGCGCGTCGAGTCCCGGCTGCG 
CGCTGCGCGGGGCCGGCGGGCTGGAGCCCGGGCCATTGCCAGAAGACGTCTTCTCGGGGCGCCAGGATTC 
ACCTTTCCTTCCCGACCTCAACTTCTTCGCGGCCGACTCCTGTCTCCAGCTATCCGGAGGCCTCTCCCCT 
AGCCTACAGGGTTCTCTCGACAGCCCGGTCCCTTTTTCCGAGGAAGAGCTGGATTTTTTCACCAGTACGC 

25 TCTGTGCCATCGACCTGCAGTTTCCCTAACCTGTTTCCTCCTCCCGGTCCTTTCGACCCCCGCGCTCCTT 
GGC CGTCTACTGGAAAAATCGAGCCTCTC CCAC CCTCAGTCGCATAGACTTATGTGTTTTGCTAAAATTC 
AGGTATTACTGAATTAGCGTTTAATCCACTTCCTTTCTTCTTCTTCTAAAATATTGGGCACTCGGTTATC 
TTTTAAAATTCACACAGAAAAATTCCGTTTGGTAGACTCCTTCCAATGAAATCTCAGGAATAATTAAACT 
CTAGGGGGACTTTCTTAAAAATAACTAGAGGGACCTATTTTCCTCTTTTTTATGTTTTAGACTGTAGATT 

3 0 ATTTATTAAAATTCTTTAAT AATAGGAAAAGGGGAAAGTATTTATTGTAC 

SEQIDNO:121 

>gi|4504465|ref | NP_002136 . 1 1 homeo box B2 ; Homeo box-B2 [Homo sapiens] 
MNFEFEREIGFINSQPSIiAECLTSFPAVLETFQTSSIKESTLIPPPPPFEQTFPSLQPGASTLQRPRSQK 
35 RAEDGPALPPPPPPPLPAAPPAPEFPWMKEKKSAKKPSQSATSPSPAASAVPASGVGSPADGLGLPEAGG 
GGARRLRTAYTNTQLLELEKEFHFNKYLCRPRRVEIAALL^ 

EPACPGALEDICDPAEEPAASPGGPSASRAAWEACCHPPEWPGALSADPRPLAVRLEGAGASSPGCALR 

GAGGLEPGPLPEDVFSGRQDSPFLPDLNFFAADSCLQLSGGLSPSLQGSLDSPVPFSEEELDFFTSTLCA 
IDLQFP 

40 

SEQIDNO:122 

HSPA5 

>GL2-67-2M13R Direction: N/A 

CCGATGAGCCGCTTGGCGTCAAAGACCGTGTTCTCGGGGTTGGAGGTGAGCTGGTTCTTGGCGGCATCGCCAATC 
45 AGACGTTCCCCTTCAGGAGTGAAGGCGACATAGGACGGCGTGATGCGGTTGCCCTGATCGTTGGCGATGATCTCC 
ACGCGGCCGCTCGCGATCTAGAAC 

SEQIDNO:123 

>GL2-67-5M13F Direction: N/A 
50 GTTCTAGATCGCGAGCGGCCGCGTGGAGATCATCGCCAACGATCAGGGCAACCGCATCACGCCGTCCTATGTCGC 
CTTCACTCCTGAAGGGGAACGTCTGATTGGCGATGCCGCCAAGAACCAGCTCACCTCCAACCCCGAGAACACGGT 
CTTTGACGC CAGCGGCTCATCGG 

SEQIDNO:124 

55 >GL2-67-5M13R Direction: N/A 

CCGATGAGCCGCTTGGCGTCAAAGACCGTGTTCTCGGGGTTGGAGGTGAGCTGGTTCTTGGCGGCATCGCCAATC 
AGACGTTCCCCTTCAGGAGTGAAGGCGACATAGGACGGCGTGATGCGGTTGCCCTGATCGTTGGCGATGATCTCC 
ACGCGGCCGCTCGCGATCTAGAAC 
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SEQEDNO:125 

>GL2_1_A03_G3F1 Direction: sense 

GTTCTAGATCGCGAGCGGCCGCGTGGAGATCATCGCCAACGATCAGTGGCAACCGCATCACGCCGTCCTATGTCG 
CCTTCACTCCTGAAGGGGAACGTCTGATTGGCGATGCCGCCAAGAACCAGCTCACCTCCAAACCCGAGAACACGG 
5 TCTTTGACGCCAAGCGGCTCATCTGG 

SEQIDNO:126 

>GL2_1_A05_ G3F1 Direction: sense 

GTTCTAGATCGCGAGCGGCCGCGTGGAGATCATCGCCAACGATCAGGGGCAACCGCATCACGCCGTCCTATGTCG 
10 CCTTCACTCCTGAAGGGGAACGTCTGATTGGCGATGCCGCCAAGAACCAGCTCACCTCCAACCCCGAGAACACGG 
TCTTTGACGCCAAGCGGCTCATCGG 

SEQIDNO:127 

HSP5> 

1 5 ATGGAGGAGGACAAGAAGGAGGACGTGGGCACGGTGGTCGGCATCGACCT 

GGGGACCACCTACTCCTGCGTCGGCGTGTTCAAGAACGGCCGCGTGGAGA 

TCATCGCCAACGATCAGGGCAACCGCATCACGCCGTCCTATGTCGCCTTC 

ACTCCTGAAGGGGAACGTCTGATTGGCGATGCCGCCAAGAACCAGCTCAC 

CTCCAACCCCGAGAACACGGTCTTTGACGCCAAGCGGCTCATCGGCCGCA 
20 CGTGGAATGACCCGTCTGTGCAGCAGGACATCAAGTTCTTGCCGTTCAAG 

GTGGTTGAAAAGAAAACTAAACCATACATTCAAGTTGATATTGGAGGTGG 

GCAAACAAAGACATTTGCTCCTGAAGAAATTTCTGCCATGGTTCTCACTA 

AAATGAAAGAAACCGCTGAGGCTTATTTGGGAAAGAAGGTTACCCATGCA 

GTTGTTACTGTACCAGCCTATTTTAATGATGCCCAACGCCAAGCAACCAA 
25 AGACGCTGGAACTATTGCTGGCCTAAATGTTATGAGGATCATCAACGAGC 

CTACGGCAGCTGCTATTGCTTATGGCCTGGATAAGAGGGAGGGGGAGAAG 

AACATCCTGGTGTTTGACCTGGGTGGCGGAACCTTCGATGTGTCTCTTCT 

CACCATTGACAATGGTGTCTTCGAAGTTGTGGCCACTAATGGAGATACTC 

ATCTGGGTGGAGAAGACTTTGACCAGCGTGTCATGGAACACTTCATCAAA 
30 CTGTACAAAAAGAAGACGGGCAAAGATGTCAGGAAAGACAATAGAGCTGT 

GCAGAAACTCCGGCGCGAGGTAGAAAAGGCCAAACGGGCCCTGTCTTCTC 

AGCATCAAGCAAGAATTGAAATTGAGTCCTTCTATGAAGGAGAAGACTTT 

TCTGAGACCCTGACTCGGGCCAAATTTGAAGAGCTCAACATGGATCTGTT 

CCGGTCTACTATGAAGCCCGTCCAGAAAGTGTTGGAAGATTCTGATTTGA 
3 5 AGAAGTCTGATATTGATGAAATTGTTCTTGTTGGTGGCTCGACTCGAATT 

CCAAAGATTCAGCAACTGGTTAAAGAGTTCTTCAATGGCAAGGAACCATC 

CCGTGGCATAAACCCAGATGAAGCTGTAGCGTATGGTGCTGCTGTCCAGG 

CTGGTGTGCTCTCTGGTGATCAAGATACAGGTGACCTGGTACTGCTTGAT 

GTATGTCCCCTTACACTTGGTATTGAAACTGTGGGAGGTGTCATGACCAA 
40 ACTGATTCCAAGGAACACAGTGGTGCCTACCAAGAAGTCTCAGATCTTTT 

CTACAGCTTCTGATAATCAACCAACTGTTACAATCAAGGTCTATGAAGGT 

GAAAGACCCCTGACAAAAGACAATCATCTTCTGGGTACATTTGATCTGAC 

TGGAATTCCTCCTGCTCCTCGTGGGGTCCCACAGATTGAAGTCACCTTTG 

AGATAGATGTGAATGGTATTCTTCGAGTGACAGCTGAAGACAAGGGTACA 
45 GGGAACAAAAATAAGATCACAATCACCAATGACCAGAATCGCCTGACACC 

TGAAGAAATCGAAAGGATGGTTAATGATGCTGAGAAGTTTGCTGAGGAAG 

ACAAAAAGCTCAAGGAGCGCATTGATACTAGAAATGAGTTGGA7^AGCTAT 

GCCTATTCTCTAAAGAATCAGATTGGAGATAAAGAAAAGCTGGGAGGTAA 

ACTTTCCTCTGAAGATAAGGAGACCATGGAAAAAGCTGTAGAAGAAAAGA 
50 TTGAATGGCTGGAAAGCCACCAAGATGCTGACATTGAAGACTTCAAAGCT 

AAGAAGAAGGAACTGGAAGAAATTGTTCAACCAATTATCAGCAAACTCTA 

TGGAAGTGCAGGCCCTCCCCCAACTGGTGAAGAGGATACAGCAGAACTCC 

ACCACCACCACCACCAC 

55 SEQIDNO:128 

>gi | 21361242 | ref | NM_005347 . 2 | Homo sapiens heat shock 70kD protein 5 
(glucose-regulated protein, 78kD) (HSPA5) , mRNA 

ACAGCACAGACAGATTGACCTATTGGGGTGTTTCGCGAGTGTGAGAGGGAAGCGCCGCGGCCT 
TAGACCTGCCCTTCGCCTGGTTCGTGGCGCCTTGTGACCCCGGGCCCCTGCCGCCTGCAAGTCGGAAATT 
60 GCGCTGTGCTCCTGTGCTACGGCCTGTGGCTGGACTGCCTGCTGCTGCCCAACTGGCTGGCAAGATGAAG 
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CTCTCCCTGGTGGCCGCGATGCTGCTGCTGCTCAGCGCGGCGCGGGCCGAGGAGGAGGACAAGAAGGAGG 
ACGTGGGCACGGTGGTCGGCATCGACCTGGGGACCACCTACTCCTGCGTCGGCGTGTTCAAGAACGGCCG 
CGTGGAGATC^TCGCCAACGATCAGGGCAACCGCATCACGCCGTCCTATGTCGCCTTCACTCCTGAAGGG 
GAACGTCTGATTGGCGATGCCGCCAAGAACGAGCTCACCT^ 
5 AGCGGCTGATCGGCCGCACGTGGAATGACCCGTCTGTGCAGCAGGACATGAAGTTCTTG^ 

GGTTGAAAAGAAAACTAAACGATACATTCAAGTTGATATTGGAGGTGGGCAAACAAAGACATTTG 

GAAGAAATTTCTGCCATGGTTCTCACTAAAATGAAAGAAACCGCTGAGGCTTATTTGGGAAAGAAGGTTA 

CCC^TGCAGTTGTTACTGTACCAGCCTATT^ 

TATTGCTGGCCTAAATGTTATGAGGATCATCAACGAGCCTACGGCAGCTGCTATTGCTTATGGCCTGGAT 

10 AAGAGGGAGGGGGAGAAGAACATCCTGGTGTTTGACCTGGGTGGCGGAACCTTCGATGTGTCTCTTCTCA 
CCATTGACAATGGTGTCTTCGAAGTTGTGGCCACTAATGGAGATACTGATCTGGGTGGAGAAGACTTTGA 
CCAGCGTGTCATGGAACACTTCATCAAACTGTACAAAAAGAAGACGGGCAAAGATGTCAGGAAAGACAAT 
AGAGCTGTGCAGAAACTCCGGCGCGAGGTAGAAAAGG C CAAACGGGC CCTGTCTTCTCAGCATCAAGCAA 
GAATTGAAATTGAGTCCTTCTATGAAGGAGAAGACTTTTCTGAGACCCTGACTCGGGCCAAATTTGAAGA 

15 GCTCAACATGGATCTGTTCCGGTCTACTATGAAGCCCGTCCAGAAAGTGTTGGAAGATTCTGATTTGAAG 
AAGTCTGATATTGATGAAATTGTTCTTGTTGGTGGCTCGACTCGAATTCCAAAGATTCAGCAACTGGTTA 
AAGAGTTCTTCAATGGCAAGGAACCATCCCGTGGCATAAACCCAGATGAAGCTGTAGCGTATGGTGCTGC 
TGTCCAGGCTGGTGTGCTCTCTGGTGATCAAGATACAGGTGACCTGGTACTGCTTGATGTATGTCCCCTT 
AC^CTTGGTATTGAAACTGTGGGAGGTGTGATGACGAAACTGATTCCAAGGAACACAGTGGTG 

20 AGAAGTCTCAGATCTTTTCTACAGCTTCTGATAATCAACCAACTGTTACAATCAAGGTCTATGAAGGTGA 
AAGACCCCTGACAAAAGACAATCATCTTCTGGGTACATTTGATCTGACTGGAATTCCTCCTGCTCCTCGT 
GGGGTCCCACAGATTGAAGTCACCTTTGAGATAGATGTGAATGGTATTCTTCGAGTGACAGCTGAAGACA 
AGGGTAGAGGGAACAAAAATAAGATCACAATCACCAATGACCAGAATCGCCTGACACCTGAAGAAATCGA 
AAGGATGGTTAATGATGCTGAGAAGTTTGCTGAGGAAGACAAAAAGCTCAAGGAGCGCATTGATACTAGA 

25 AATGAGTTGGAAAGCTATGCCTATTCTCTAAAGAATCAGATTGGAGATAAAGAAAAGCTGGGAGGTAAAC 
TTTCCTCTGAAGATAAGGAGACCATGGAAAAAGCTGTAGAAGAAAAGATTGAATGGCTGGAAAGCCACCA 
AGATGCTGACATTGAAGACTTCAAAGCTAAGAAGAAGGAACTGGAAGAAATTGTTCAACCAATTATCAGC 
AAACTCTATGGAAGTGCAGGCCCTCCCCCAACTGGTGAAGAGGATACAGCAGAAAAAGATGAGTTGTAGA 
CACTGATCTGCTAGTGCTGTAATATTGTAAATACTGGACTCAGGAACTTTTGTTAGGAAAAAATTGAAAG 

30 AACTTAAGTCTCGAATGTAATTGGAATCTTCACCTCAGAGTGGAGTTGAAACTGCTATAGCCTAAGCGGC 
TGTTTACTGCTTTTCATTAGCAGTTGCTCACATGTCTTTGGGTGGGGGGGAGAAGAAGAATTGGCCATCT 
TAAAAAGCAGGTAAAAAACCTGGGTTAGGGTGTGTGTTCACCTTCAAAATGTTCTATTTAACAACTGGGT 
CATGTGCATCTGGTGTAGGAAGTTTTTTCTACCATAAGTGACACCAATAAATGTTTGTTATTTACACTGG 
TCTAATGTTTGTGAGAAGCTTCTAATTAGATCAATTACTTATTTTAGGAAATTTAAGACTAGATACTCGT 

35 GTGTGGGGTGAGGGGAGGGAGTATTTGGTATGTTGGGATAAGGAAACACTTCTATTTAATGCTTCCAGGG 

GACCACAGGCTTGTTACCACCATGCTCGGCTTTTGCATTAATCTAAGAAAAGGGGAGAGAAGTTAATCCA 
CATCTTTACTCAGGCAAGGGGCATTTCACAGTGCCCAAGAGTGGGGTTTTCTTGAACATACTTGGTTTCC 
TATTTCCCCTTATCTTTCTAAAACTGCCTTTCTGGTGGCTTTTTTTAAAATTATTACTAATGATGCTTTT 

40 ATAGCTGCTTGGATTCTCTGAGAAATGATGGGGAGTGAGTGATCACTGGTATTAACTTTATACACTTGGA 
TTTCATTTGTAACTTTAGGATGTAAAGGTATATTGTGAACC CTAGCTGTGTCAGAATCTC CATCCCTGAA 
ATTTCTCATTAGTGGTACTGGGGTGGGATCTTGGATGGTGACATTGAAACTACACTAAATCCCCTCACTA 
TGAATGGGTTGTTAAAGGCAATGGTTTGTGTCAAAACTGGTTTAGGATTACTTAGATTGTGTTCCTGAAG 
AAAAGAGTCCAGGTAAATGGTATGATCAATAAAGGACAGGCTGGTGCTAACATAAAATCCAATATTGTAA 

45 TCCTAGCACTTTGGGAGGCCAAGGCGGGTGGATCACAAGGTCAAGAGATAGAGACCATCTTTGCCAACAT 
GGTGAAACTCCATCTCTACTGAAAATAGAAAAATTAGCTGGGCGTGGTAGTGCAAGCTGAAGGCTGAGGC 
AGGAGAATCACTCGAACCCGGGAGGCAGAGGTTGCAGTGAGCCGAGATCACACCACTGTACTCCAGCCCG 
GCACTCCAGCCTGGCGACAAGAGTGAGACTCCACCTCAAAAAAAAAAAAAAGAATCCAATACTGCCCAAG 
GATAGGTATTTTATAGATGGGCAACTGGCTGAAAGGTTAATTCTCTAGGGCTAGTAGAACTGGATCCCAA 

50 CACCAAACTCTTAATTAGACCTAGGCCTCAGCTGCACTGCCCGAAAAGCATTTGGGCAGACCCTGAGCAG 
AATACTGGTCTCAGGCCAAGCCCAATACAGCCATTAAAGATGACCTACAGTGCTGTGTACCCTGGGGCAA 
TAGGGTTAAATGGTAGTTAGCAACTAGGGCTAGTCTTCCCTTACCTCAAAGGCTCTCACTACCGTGGACC 
ACCTAGTCTGTAACTCTTTCTGAGGAGCTGTTACTGAATATTAAAAAGATAGACTTCAAAAAAAAAAAAA 
AAAAA 

55 

SEQIDNO:129 

>gi | 16507237 | ref |NP_005338 . 1 1 heat shock 70kD protein 5 (glucose-regulated 
protein, 78kD) ; BiP; Heat-shock 70kD protein-5 (glucose-regulated protein, 
78kD) [Homo sapiens] 
60 MKLSLVAAMLLLLSAARAEEEDKKEDVGTWG 
EGERLIGDAAKNQLTSNPENTVFDAKRM 
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APEE I S AMVLTKMKETAEAYLGKKVTHAVVTVPAYFNDAQRQATKDAGT I AGLNVMRI INE PTAAAI AYG 
LDKI^GEKNILVFDLGGGTFDVSLLTIDNGVFE WATNGDTHLGGEDFDQRVMEHF I KLYKKKTGKDVRK 
DNRAVQKLRREVEKAKRALSSQHQARIEIESFYEGEDFSETLTI^^ 

LK3CSD IDE I VLVGGSTRI PKI QQLVKEFFNGKE PSRG INPDEAVAYGAAVQ AGVL S GDQDTGDLVLLDVC 
5 PLTLGIETVGGVMTKLIPRNTVVPTKICSQ 

PRGVPQIEWFEIDVNGILRVTAEDKGTGNKNKITI 

TRliTELESYAYSLKNQIGDKEKLGGKLSSEDKETMEKAVEEKIEWLESHQDADIED 
ISKLYGSAGPPPTGEEDTAEKDEL 

10 SEQIDNO:130 

IFNgRl 

>G3_2_3 7_PCR_G3F1 Direction: sense 

CTGGCTTTAACTCTGACCCAAAGTAGTATTTGATGGATCACCAACATGTATCAGTAAATATTACAATAATGNATG 
TAGTAATATTGATGCAGGCATCAATCCATTCTGAATTCTTAACACCATAGTTCTTTACCTCTACGGTAAAAACAG 
15 GGACCTGTGGCATGATCTGGTACTCCCAATATACGATAGGGTTCATGTTATAGGATTCAATTGTAACATTAGTTG 
GTGTAGGCACTGAGGACGGCCCGAGATCCGCGGTGCCCATCTCAGCCCTGCTCACACCCTGCATGACAAGGGGTA 
GGAGAAAGAGGAGAGCCATGCTGCTACCGACGGTCGCTGGCTCCAACCCCGAGCGCCTGCGGGACCAGCCCAGCG 
CTGCCC 

20 SEQIDNO:131 

>GL3_2 . 37_A_M13F Direction : sense 

CTGGCTTTAACTCTGACCCAAAGAGAATTTGATGGATCACCAACATGATCAGAAATATTACAATAATGATGAGAA 
ATATTGATGCAGGCATCAATCCATTCTGAATTCTTAACACGATAGTTCTTTACCTCTACGGTAAAAACAGGGAC 
TGTGGCATGATCTGGTACTCCCAATATACGATAGGGTTCATGTTATAGGATTCAATTGTAACATTAGTTGGTGTA 
25 GGCACTGAGGACGGCCCCAGATCCGCGGTGCCCATCTCAGCCCTGCTCACACCCTGCATGACAAGGGGTAGGAGA 
AAGAGGAGAGCCATGCTGCTACCGACGGTCGCTGGCTCCAACCCCGAGCGCCTGCGGGACCAGCCCAGCGCTGCC 
C 

SEQIDNO:132 

30 >GL3_2.37_A_M13R Direction: anti-sense 

GGGCAGCGCTGGGCTGGTCCCGCAGGCGCTCGGGGTTGGAGCCAGCGACCGTCGGTAGCAGCATGGCTCTCCTCT 
TTCTCCTACCCCTTGTCATGCAGGGTGTGAGCAGGGCTGAGATGGGCACCGCGGATCTGGGGCCGTCCTCAGTGC 
CTACACCAACTAATGTTACAATTGAATCCTATAACATGAACCCTATCGTATATTGGGAGTACCAGATCATGCGAC 
AGGTCCCTGTTTTTACCGTAGAGGTAAAGAACTATC^ 

35 TTTCTCATCATTATTGTAATATTTCTGAT 
G 

SEQIDNO:133 

>GL3_2 .37_B_M13F Direction: anti-sense 

40 gggcagcgctgggctggtcccgcaggcgctcggggttggagccagcgaccgtcggtagcagcatggctctcctct 
ttctcctaccccttgtcatgcagggtgtgagcagggctgagatgggcaccgcggatctggggccgtcctcagtgc 
ctacaco^ctaatgttacaattgaatcctataacatgaaccctatcgtatattgggagtaccagatcatgccac 
aggtccctgtttttaccgtagaggtaaagaactatggtgttaagaattcagaatggattgatgcctgcatcaata 
tttctcatcattattgtaatatttctgatcatgttggtgatccatcaaattctctttgggtcagagttaaagcca 

45 g 

SEQIDNO:134 

>GL3__2 .37_B_J413R Direction: sense 

ctggctttaactctgacccaaagagaatttgatggatcaccaacatgatcagaaatattacaataatgatgagaa 
50 atattgatgcaggcatcaatccattctgaattcttaacaccatagttctttacctctacggtaaaaacagggacc 
tgtggcatgatctggtactcccaatatacgatagggttcatgttataggattcaattgtaacattagttggtgta 
ggcactgaggacggccccagatccgcggtgcccatctcagccctgctcacaccctgcatgacaaggggtaggaga 
aagaggagagccatgctgctaccgacggtcgctggctccaaccccgagcgcctgcgggaccagcccagcgctgcc 

C 

55 

SEQIDNO:135 

>GL3__2 .37_C_M13F Direction: anti-sense 
GGGCAGCGCTGGGCTGGTCCCGCAGGCGCTCGGGGTTC^AGC 

TTCTCCTACCCCTTGTCATGCAGGGTGTGAGCAGGGCTX^GATGGGCACCGCGGATCTGGGGCCGTCCTCAGTGC 
60 CTAC^CCAACTAATGTTACAATTGAATCCTATAACATGAACCCTATCGTATATTGGGAGTACCAGATCATGCCAC 
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TTTCTGATCATTATTGTAATATTTCTGATCATGTTGGTGATCC^ 
G 

SEQIDNO:136 

>GL3_2.37_C_M13R Direction: sense 

CTGGCTTTAACTCTGACCCAAAGAGAATTTGATGGATCACCAACATGATCAGAAATATTACAATAATGATGAGAA 
ATATTGATGC^GGCATCAATCCATTCTGAATTCTTAACACCATAGTTCTTTACCTCTACGGTAAAAACAGGGACC 
TGTGGCATGATCTGGTACTCCCAATATACGATAGGGTTCATGTTATAGGATTCAATTGTAACATTAGTTGGTGTA 
GGCACTGAGGACGGCCCCAGATCCGCGGTGCCCATCTCAGCCCTGCTCACACCCTGCATGACAAGGGGTAGGAGA 
AAGAGGAGAGCCATGCTGCTACCGACGGTCGCTGGCTCCAACCCCGAGCGCCTGCGGGACCAGCCCAGCGCTGCC 

SEQIDNO:137 

>GL3_2.37_D_M13F Direction: sense 

CTGGCTTTAACTCTGACCGAAAGAGAATTTGATGGATCACCAACATGATCAGAAATATTACAATAATGATGAGAA 
ATATTGATGCAGGCATCAATCCATTCTGAATTCTTAACACCATAGTTCTTTACCTCTACGGTAAAAACAGGGACC 
TGTGGCATGATCTGGTACTCCCAATATACGATAGGGTTCATGTTATAGGATTCAATTGTAACATTAGTTGGTGTA 
GGCACTGAGGACGGCCCCAGATCCGCGGTGCCCATCTCAGCCCTGCTCACACCCTGCATGACAAGGGGTAGGAGA 
AAGAGGAGAGCCATGCTGCTACCGACGGTCGCTGGCTCCAACCCCGAGCGCCTGCGGGACCAGCCCAGCGCTGCC 



SEQIDNO:138 




SEQIDNO:139 

>gi|4557879|ref |NM_000416.1| Homo sapiens interferon gamma receptor 1 
(IFNGR1) , mRNA * 

CCGCAGGCGCTCGGGGTTGGAGCCAGCGACCGTCGGTAGCAGCATGGCTCTCCTCTTTCTCCTACCCCTT 
GTCATGCAGGGTGTGAGCAGGGCTGAGATGGGCACCGCGGATCTGGGGCCGTCCTCAGTGCCTACACCAA 
CTAATGTTACAATTGAATCCTATAACATGAACCCTATCGTATATTGGGAGTACCAGATCATGCCACAGGT 
CCCTGTTTTTACCGTAGAGGTAAAGAACTATGGTGTTAAGAATTCAGAATGGATTGATGCCTGCATCAAT 
ATTTCTCATCATTATTGTAATATTTCTGATCATGTTGGTGATCCATCAAATTCTCTTTGGGTCAGAGTTA 
AAGCCAGGGTTGGACAAAAAGAATCTGCCTATGCAAAGTCAGAAGAATTTGCTGTATGCCGAGATGGAAA 
AATTGGACCACCTAAACTGGATATCAGAAAGGAGGAGAAGCAAATCATGATTGACATATTTCACCCTTCA 
GTTTTTGTAAATGGAGACGAGCAGGAAGTCGATTATGATCCCGAAACTACCTGTTACATTAGGGTGTACA 
ATGTGTATGTGAGAATGAACGGAAGTGAGATCCAGTATAAAATACTCACGCAGAAGGAAGATGATTGTGA 
CGAGATTCAGTGCCAGTTAGCGATTCCAGTATCCTCACTGAATTCTCAGTACTGTGTTTCAGCAGAAGGA 
GTCTTACATGTGTGGGGTGTTACAACTGAAAAGTCAAAAGAAGTTTGTATTACCATTTTCAATAGCAGTA 
TAAAAGGTTCTCTTTGGATTCCAGTTGTTGCTGCTTTACTACTCTTTCTAGTGCTTAGCCTGGTATTCAT 
CTGTTTTTATATTAAGAAAATTAATCCATTGAAGGAAAAAAGCATAATATTACCCAAGTCCTTGATCTCT 
GTGGTAAGAAGTGCTACTTTAGAGACAAAACCTGAATCAAAATATGTATCACTCATCACGTCATACCAGC 
CATTTTCCTTAGAAAAGGAGGTGGTCTGTGAAGAGCCGTTGTCTCCAGCAACAGTTCCAGGCATGCATAC 
CGAAGACAATCCAGGAAAAGTGGAACATACAGAAGAACTTTCTAGTATAACAGAAGTGGTGACTACTGAA 
GAAAATATTCCTGACGTGGTCCCGGGCAGCCATCTGACTCCAATAGAGAGAGAGAGTTCTTCACCTTTAA 
GTAGTAACCAGTCTGAACCTGGCAGCATCGCTTTAAACTCGTATCACTCCAGAAATTGTTCTGAGAGTGA 
TCACTCCAGAAATGGTTTTGATACTGATTCCAGCTGTCTGGAATCACATAGCTCCTTATCTGACTCAGAA 
TTTCCCCCAAATAATAAAGGTGAAATAAAAACAGAAGGACAAGAGCTCATAACCGTAATAAAAGCCCCCA 
CCTCCTTTGGTTATGATAAACCACATGTGCTAGTGGATCTACTTGTGGATGATAGCGGTAAAGAGTCCTT 
GATTGGTTATAGACCAACAGAAGATTCCAAAGAATTTTCATGAGATCAGCTAAGTTGCACCAACTTTGAA 
GTCTGATTTTCCTGGACAGTTTTCTGCTTTAATTTGATGAAAAGATTATGATCTCAGAAATTGTATCTTA 
GTTGGTATCAACCAAATGGAGTGACTTAGTGTACATGAAAGCGTAAAGAGGATGTGTGGCATTTTCACTT 
TTGGCTTGTAAAGTACAGACTTTTTTTTTTTTTTAAACAAAAAAAGCATTGTAACTTATGAACCTTTACA 
TCCAGATAGGTTACCAGTAACGGAACATATCCAGTACTCCTGGTTCCTAGGTGAGCAGGTGATGCCCCAG 
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GGACCTTTGTAGCCACTTCACTTTTTTTCTT 
TGCATACAGTAATTTTAAGTAATTTCAGAAGAAATC 

TTCAAACTAATAGAATTAATGGAATATGTAAATAGAAACGTGTATATTTTTTATGAAACATTACAGTTAG 
AGATTTTTAAATAAAGAATTTTAAAACTC 

5 

SEQIDNO:140 

>gi|4557880|ref | NP_000407 . 1 1 interferon ganuna receptor 1; Immune 
interferon, receptor for [Homo sapiens] 

MALLFLLPLVMQGVSRAEMGTADLGPSSVPTPTNVTIESYNMNPIVYWEYQIMPQVPVF 
10 S EW IDAC INI SHHYCNfl SDHVGD PSNS LWVRVKARVGQKES AYAKS EEFAVCRDGKIGPPKLD IRKEEKQ 
IMIDIFHPSVFVNGDEQEVDYDPETTCYIRVYITVYVRMNGSEIQYK^ 
SQYCV'SAEGVLHVWGVTTEKSKEVCITIFNSSIKGSLWIPVVAALIjLFLVLS 
IILPKSLISVVRSATLETKPESKYVSLITSYQPFSLEKEVVCEEPLSPATVPGMHTEDN 
SITEWTTEENIPDVVPGSHIiTPIERESSSPLSSNQSEPGSIALNSYHSRNCSESDHSRNGFDTDSSCLE 
15 SHSSLSDSEFPPmKGEIKTEGQEIilTVIKAPTSFGYDKPHVLVDLLVDDSGKESLIGYR 

SEQIDNO:141 
Importin a4 

>GL2_91_2_M13F Direction: sense 

20 CTATTGTGCTTGCTTCATCACCGGCCATTATCAGAATGTTTTTTAGACCATCTAGAACCACCTGAACCACTTGAG 
AATCTTTCACTGACAGTAAATTACAGAACGGTGGTATTACATTCTGCTGTACAAGGTACTCAACCTGATCTTTTC 
TGC(^CTTATTGTTAAGTTGCTGATTGCCCAAGCAGCTTCTTTTTGTGTTCCAAAGTCCCCCTTAGCAAGCTGAT 
GAATTATCATAGGAATTAATCCAGCATCTATTACAGCTTGAACTTGTTGCTGGTTGCCTGCTGTTATGTTGGAAA 
GGAACCACACTGCTTCCTTATTTATCTTCTCTTTTGGGTGTGATAAGAGATTTGGGAAGTGTGACAGGACATCAC 

25 AATTGAGAACAACCTGGGTCTGCTCGTCGGTGCCAGTCACTATGTTGCCAACTGCTCTGAGGGCTGCTGTTTGAA 
CTTTGACTTCCTGATGGCTCAGAAGGGGCACAAGAAAGGGCACAACTCCTGAATTCCAATAACCATCTGGTATCT 
GTTCATTACCTTCC^TCTGTCAAAGTTATGACAGAGCCCAAAACAAGTGTCTTACAAGAAATGTTTATATCTGGA 
ATGGGTAATATGAAGGACAACATAAAAGGC 

30 SEQIDNO:142 

>GL2_91_1_M13R Direction: sense 

CTATTGTGCTTGCTTCATCACCGGCCATTATCAGAATGTTTTTTAGACCATCTAGAACCACCTGAACCACTTGAG 

AATCTTTCACTGACAGTAAATTACAGAACGGTGGTATTACATTCTGCTGTACAAGGTACTCAACCTGATCTTTTC 

TGCCACTTATTGTTAAGTTGCTGATTGCCCAAGCAGCTTCTTTTTGTGTTCCAAAGTCCCCCTTAGCAAGCTGAT 

35 GAATTATCATAGGAATTAATCCAGCATCTATTACAGCTTGAACTTGTTGCTGGTTGCCTGCTGTTATGTTGGAAA 

GGAACCACACATGCTTCCTTATTTATCTTCTCTTTAGGGTGTGATAAGAGATTTGGGAAGTGTGACAGGACATCA 

CAATTTGAGGAACAACCTGGGTCTGACTCGTCGGTGCCAGTCACTATGTTGCCAACTGCATCTGAGGGCCTGCTG 

TTTGAAACTTTGACTTCCCTGATGGCTCAGAAGGGGCACAAGAAAGGGCNACAAACTCCTGGAATCNCAATAAAC 

AATCTGTATCTGTTCAATAACCCTCCCATCCTGGTGCAJ^GGTANCTGAACACGGGAGGCCCCAAAACAGGTGGT 

40 CCTACAAGGAAATGGTGAACAAACATGGAAATGGGAATAGGANGGACCACCACATAAAGG 

i 

SEQIDNO:143 

>GL2_91_3__M13R Direction: sense 

CTATTGTGCTTGCTTCATCACCGGCCATTATCAGAATGTTTTTTAGACCATCTAGAACCACCTGAACCACTTGAG 
45 AATCTTTCACTGACAGTAAATTACAGAACGGTGGTATTACATTCTGCTGTACGAGGTACTCAACCTGATCTTTTC 
TGCC^CTTATTGTTAAGTTGCTGATTGCCCAAGCAGCTTCTTTTTGTGTTCCAAAGTCCCCCTTAGCAAGCTGAT 
GAATTATCATAGGAATTAATCCAGCATCTATTACAGCTTGAACTTGTTGCTGGTTGCCTGCTGTTATGTTGGAAA 
GGAACCACACTGCTTCCTTATTTATCTTCTCTTTTGGGTGTGATAACGAGATTTGGGAAGTGTGACAGGACATCA 
CAATTGAGAACAACCTGGGTCTGCTCGTCGGTGCCAGTCACTATGTTGCCAACTGCTCTGAGGGCTGCTGTTTTG 
50 AACTTTGACTTCCTGATGGCTCAGCAAGGGGCACAAGAAAAGG^ 

TCTGTAATTCTGGTTCACATTTACCTTCCAATTCTTGGTTCAAAGGTATGACAGAAGCCCCAAAACAGGTGTTCT 

ACCAAGAAATTGTTCACATAATCCTGAATGGGAATANTC 

CAAAACCAGAC 

55 SEQIDNO:144 

>GL2_202_1_M13R Direction: anti- sense 
CTTTATGTGTCCTCATATACCATACAGATATAAACATTC^ 

ATGGAGGTAATGAACAGATACAGATGGTTATTGATTCAGAGATTGTGCCCTTTCTTGATGCCCCTTCTTTGGGGA 
AAANCCCCAAACTCCCACGGGGAGAAGCGTCCNAACAAAGNGT^ 
60 AAGGACAC CGCAGTTCC AACNGGAAAAAGAGGAGAGCCCACAACACACGGGAG CATAATATNTGAGGGGGGGG CC 
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AAGAAAACACCCGCAACTTAAAANGCGCNTGGGGAAGAGCCATTAGGTGGGNNCAACCGCCCCGGGAAAAGCCGC 
GGAAAAGGGCCCAANGGAAAAACACCCCACCCCANCCCCAANAACACGGGGGGGGAGAATGCATCACGGGGCGAG 
ATCAATACCAGATTTCACCCAAAAAACATTCACAACG 

5 SEQIDNO:145 

>GL2_202_1_M13F Direction: sense 
CTATTGTGCTTGCTTCATCACCGGCCATTATC^ 
AATCTTTCACTGACAGTAAATTACAGAACGGTGGTATTACA 1 ^ 
TTTCTGCCACTTATTGTTAAGTTGCTGATTC 
1 0 CTGATGAATTATCATAGGAATTAATCCAG 

SEQIDNO:146 

>GL2_66_F10J33F1 Direction: N/A 

CTATTGTGCTTGCTTCATCACCGGCCATTATCAGAATGTTTTTTAGACCATCTAGAAMCACCTGAACCACTTGAG 
15 AATCTTTCACTGACAGTAAATTACAGAACGGTGGTATTAC^^ 

TGGCACTTATTGGTAAGTTGCTGATTGGCCAAGGCAGCTTCTTTTTGTGTT 

TGAATTATCATAGGAATTAATCCAGCATCTATTACAGCTTGGNACCTGTTGCAGGGTTGACCTGCTGGATAATGT 
TTGGGAAGGAAACACACTGGGTTCCCTTAATTTATCTTATCTCTATAGGGAGTGATAAGAGATATATGGGAAAGT 
TGTTAAGAGGACATTACAATTTGATGAACAACCTGC^ 
20 TAAGTTTTGGGCCCACAACCAGGGGGCCCACGAAAAAGAGGACGCA^^ 

AACANTACCCTCNGGAATAGAGCGTCCCAAANAGGGGGCGGACCCAAGGAANAAAGGGGGACCAAAGTACCCTGG 
AAATCCACACATAAAACCATACTGTAATACTCGTGTGCCACGCT 

GGGTCNACACAGGATNANTTGAAAGCACACGGAAGAGAGCCGCCAACAAACCAGNGGGGGTGCNGTTNTGCGAAG 
CAACGACANGGGTGCGCTGAAGTAGCAATAACCAGGANAANTGGGGGGGACGAGCAACTTNGTAAAGGGTGAACG 

25 

SEQIDNO:147 

>GL2_91_1_M13F Direction: anti-sense 

CTTTATGTGTCCTCATATACCATACAGATATAAACATTCTTGTAGACACTGTTTGGGCTCTGTCATACTTGACAG 
ATGGAGGTAATGAACAGATACAGATGGTTATTGATTCAGGAGTTGTGCCCTTTCTTGTGCCCCTTCTGAGCCATC 
30 AGGAAGTCAAAGTTCAAACAGCAGCCCTCAGAGCAGTTGGCA^ 

TTGTTCTCAATTGTGATGTCCTGTCACACTTCCCAAATCTCTTATCACACCCAAAAGAGAAGATAAATAAGGAAG 
CAGTAGTGGTTCCTTTCCAACATAACAGCAGGCAANCAGCAACAAGTTCAAGCTGTAATAGATGCTGGATTAATT 
CCTATGATAATTTCATCAGCNTTGCTAAGNGGGGACATATTGGAAACACAAAAAAGAAGCTGCATATGGGGCAAC 
AATCAGGCAAANC 

35 

SEQIDNO:148 

>GL2_91_2_M13R Direction: anti -sense 

CTTTATGTGTCCTCATATACCATACAGATATAAACATTCTTGTAGACACTGTTTGGGCTCTGTCATACTTGACAG 
ATGGAGGTAATGAACAGATACAGATGGTTATTGATTCAGGAGTTGTGCCCTTTCTTGTGCCCCTTCTGAGCCATC 
40 AGGAAGTGAAAGTTCAAACAGCAGCCCTCAGAGCAGTTGGCAACATAGTGACTGGCACCGACGAGCAGACCCAGG 
TTGTTCTCAATTGTGATGTCCTGTCACACTTCCCAAATCTCTTATCACACCCAAAAGAGAAGATAAATAAGGAAG 
CAGTGTGGTTCCTTTCCAACATAACAGCAGGCAACCAGCAACAAGTTCAAGCTGTAATAGATGCTGGATTAATTC 
CTATGATAATTCATCAGCTTGCTAAGGGGGACTTTGGAACACAAAAAGAAGCTGCTTGGGCAATCAGCAACTTAA 
CAATAAGTGGCAAGAAAAGATCAGGTTGAGTACCTTGTACAGCAGAATTGTAAATACCACCGTTCTGTAAATTT 

45 

SEQIDNO:149 

>GL2_91_3_M13F Direction: anti-sense 

CTTTATGTGTCCTCATATACCATACAGATATAAACATTCTTGTAGACACTGTTTGGGCTCTGTCATACTTGACAG 
ATGGAGGTAATGAACAGATACAGATGGTTATTGATTCAGGAGTTGTGCCCTTTCTTGTGCCCCTTCTGAGCCATC 
50 AGGAAGTCAAAGTTCAAACAGCAGCCCTCAGAGCAGTTGGCAACATAGTGACTGGCACCGACGAGCAGACCCAGG 
TTGTTCTCAATTGTGATGTCCTGTCAC ACTTCC CAAATCTCTTATCACAC CCAAAAGAGAAGATAAATAAGGAAG 
CAGTGTGGTTCCTTTCCAACATAACAGCAGGCAACCAGCAAGAAG 

CTATGATAATTCATCAGCTTGCTAAGAGGGGACTTTGGAACACAAAAAGAAGCTGCTTGGGCAATCAGCAAACT 
AACAAATAAAGTGGGAGAAAAGATC^GGTTGAGTACCTCGTACAGCAGAATGTAATACCACCGATACTGTTAACT 
5 5 TNTACCTGTCAGTGAACAGATCCTCAAGTGGATCANAGAGGGACCTAGAATGGGTCCTAAAAAAAAAACAATOTC 
TGGATAAATTNGGGCCGGGAGGACATGAAAAGCAAAGGCAACAAATCAAGGACACGGAACGAGAAA 
CACATAGGAAGACCACCCGNTGAGCCAACCCGGGACTATGAGGAGGGGCNTGCCCTCCATGGANACAGGAGCAGC 
GACCCAAGNCCAAAAAAAGGGGCGAATACAGTAGAACAAGAGNAGNAAC^^ 
GACAGCCA 

60 
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SEQIDNO:150 

>GL2_66_F07_G3F1 Direction: N/A 
CTATTGTGCTTGCTTCATCACCGGCCATTAT 
AATCTTTCACTGACAGTAAATTACAGAACGGTGGTATTAC^ 
5 TGCCACTTATTGTTAAGTTGCTGATTGCC 

GAATTATCATAGGAATTAATCCAGCATCTATTACAGCTTGAACTTGTTGCTGGTTGCCTGCTGTTATGTTGGAAA 
GGAACCACACTGCTTCCTTATTTATCTTCTCTTTTGGGTGTGATAAGAGATTTGGGAAGTGTGACAGGACATCAC 
AATTGAGAACAACCTGGGTCTGCTCGTCGGTGCCAGTC^^ 

CTTTGACTTCCTGATGGCTCAGAAGGGGCACAAGAAAGGGCACAACTCCTGAATCAATAACCATCTGTATCTGTT 
1 0 CATTACCTCCATCTGTCAAGTATGACAGAGCC 

SEQIDNO:151 

>GL2_66_F08_G3F1 Direction: N/A 
CTATTGTGCTTGCTTCATCACCGGCCATTAT 
15 AATCTTTCACTGACAGTAAATTACAGAACGGTGGTATTACATTCTGCTGTACAAGGTACTCAAC^ 
TACCACTTATTGTTAAGTTGCTGATTGCCCAAGCAGCTTCTTTTTGTGTTCCAAAGTCCCCCT 
GAATTATCATAGGAATTAATCCAGCATCTATTACAGCTTGAACTTGTTGCTGGTTGCCTGCTGTTATGTTGGAAA 
GGAACCACACTGCTTCCTTATTTATCTTCTCTTTTGGGTGTGATAAGAGATTC 

AATTGAGAACAACCTGGGTCTGCTCGTCGGTGCC^GTCACTATGTTGCCAACTGCTCTGAGGGCTGCTGTTTGAA 

20 CTTTGACTTCCTGATGGCTCAGAAGGGGCACAAGAAAGGGCACAACTCCTGAATCAATAACCATCTGTATCTGTT 

CATTACCTCCATCTGTC^GTATGACAGAAGCCCAAACAGCTGTCTACAAGAATGTTTATATCTGTATGGTA 
TGAAGGACACCATAAAG 

SEQIDNO:152 

25 >GL2_66JF09J33F1 Direction: N/A 

CTATTGTGCTTGGCTTCATCACCGGGCCATTATCAGAATGTTTTTTAGAC CATCTAGAAC CAC CTGAACCACTTG 

AGAATCTTTCACTGACAGTAAATTACAGAAC^^ 

TCTGCCACTTATTGTTAAGTTGCTGATTGCCG^^ 

ATGAATTATCATAGGAATTAATCCAGCATCTATTACAGCTTGAACTTGGTTGCTGGTTGCCTGCTGTTATGTTGG 

30 AAAGGAACCACACTGCTTCCTTATTTATCTTCTCTTTTGGGTGTGATAAGAGATTTGGGAAGTGTGACAGGACAT 

CACAATTGAGAACAACTGGGTCTGCTCGTCGGTGCCAGTCACTATGTTGCCAACTGCTCTGAMGGCTGCTGTTTG 

AACTTTGACTTCCTGATGGCTCAAAGGGGCACAAGAAAGGGCACAACTCCTGAATCAATAACCATCTGTATCTGT 

GTCATTACCTCCATCTGTCAAGTATGACAGAGCCCAAACAGTGTCTACACAGCAATGTTCTATATCTCGTATGGN 
GATATGAGGGACACCTNAAAGCCG 

35 

SEQIDNO:153 

>gi (4504898 | ref |NM_002267 . 1 1 Homo sapiens karyopherin alpha 3 (importin 
alpha 4) (KPNA3), mRNA 

AATTCGTGGTTCCAGAATCGATAGGGCTCCAAGATTCGCCGCCGCCGCCGCCGCAGCCGCAGGAGTAGCC 

40 GCCGCCGGAGCCGCGCGCAGCATGGCCGAGAACCCCAGCTTGGAGAACCACCGCATCAAGAGCTTCAAGA 
ACAAGGGCCGCGATGTGGAAACAATGCGAAGACATAGAAATGAAGTGACAGTGGAACTGCGGAAGAACAA 
AAGAGATGAACACTTATTGAAAAAGAGAAATGTTCCCCAAGAAGAAAGTCTAGAAGATTCAGATGTTGAT 
GCTGATTTTAAAGCACAAAATGTAACCCTAGAAGCTATATTGCAGAATGCCACAAGTGATAAC 
TCCAATTGAGTGCTGTCCAGGCAGCAAGAAAACTGTTATCCAGTGACCAGAATCCACCGATTGATGACTT 

45 AATAAAATCTGGGATTTTACCAATTCTAGTCAAATGTCTAGAAAGGGATGATAATCCTTCATTACAGTTT 
GAAGCTGCTTGGGCATTAACTAACATAGCATCAGGAACTTCTGCACAGACTCAAGCTGTTGTGCAGTCTA 
ATGCAGTACCTCTTTTTCTGAGACTTCTTCGTTCACCACATCAGAATGTTTGTGAACAAGCAGTATGGGC 
TTTGGGAAACATTATAGGTGATGGTCCTCAATGTAGAGATTATGTCATATCACTGGGAGTTGTCAAACCT 
CTTCTGTCCTTCATCAGTCCCTCCATCCCCATCACCTTCCTTCGGAACGTCACATGGGTCATTGTCAATC 

50 TCTGCAGG2VATAAGGATCCCCCACCGCCTATGGAGACAGTTCAGGAGATTTTGCCAGCTTTATGTGTCCT 
CATATACCATACAGATATAAACATTCTTGTAGACACTGTTTGGGCTCTGTCATACTTGACAGATGGAGGT 
AATGAACAGATACAGATGGTTATTGATTCAGGAGTTGTGCCCTTTCTTGTGCCCCTTCTGAGCCATCAGG 
AAGTCAAAGTTCAAACAGCAGCCCTCAGAGCAGTTGGCAACATAGTGACTGGCACCGACGAGCAGACCCA 
GGTTGTTCTCAATTGTGATGTCCTGTCACACTTCCCAAATCTCTTATCACACCCAAAAGAGAAGATAAAT 

55 AAGGAAGCAGTGTGGTTCCTTTCCAACATAACAGCAGGG^ 

CTGGATTAATTCCTATGATAATTCATC^GCTTGCTAAGGGGGACTTTGGAACACAAAAAGAAGCTGCTTG 
GGCAATC^GCAACTTAACAATAAGTGGCAGAAAAGATCAGGTTGAGTACCTTGTACAGCAGAATGTAATA 
CCACCGTTCTGTAATTTACTGTCAGTGAAAGATTCTCAAGTGGTTCAGGTGGTTCTAGATGGTCTAAAAA 
ACATTCTGATAATGGCCGGTGATGAAGCAAGCACAATAGCTGAAATAATAGAGGAATGTGGAGGTTTGGA 
60 GAAAATTGAAGTTTTACAGCAACATGAAAATGAAGACATATATAAATTAGCATTTGAAATC^TAGATCAG 
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TATTTCTCTGGTGATGATATTGATGAAGATCCCTGCCTCATTCCTGAAGCAACACAAGGAGGTACCTACA 
ATTTTGATCCAACAGCCAACCTTCAAACAAAAGAATTTAATTTTTAAATTCAGTTGAGTGCAGCATCT^ 
CCCACATTCAATATGAAGCACCACCAGATGGCTACCA 
AAGACACATGCCTCTTTGTTTTGATGCTTC 
5 GTCACTATCACATGGACTGTAAATGCATATGCA 

CTCAACTACCCTATTTTTCCCTGTTCCCTGGTGC CACAGGCTGACAACTGCAGTCTC CAGTTTAGAATAA 
ATATTCCATAGTGGTGACATGTCAGCTGCCCACTGATACTCCTTTGGAAAATGGTGCGCTGTGGATCAAG 
ACACTTTGGTATGATGCATATACAAGTTGGAAGACTAAA.GAGGTGCAATGTGATCTGAGCCTCCATCAOT 
GTCCTCCACAAACATATTTTCATATTCTTTATGTGGAAGAATAGATTTTAAAGTACAAGCCAAATGATTT 
1 0 TCATTGGTGGAACTGACACAAAAAAAAGTAACTTAAAAACAAGAAACTTGGTTATTGAATAAACAGATAA 
GTTTT 

SEQIDNO:154 

>gi|4504899|ref |NP_002258.l| karyopherin alpha 3; importin alpha 4 [Homo 
15 sapiens] 

MAENPSLENHRIKSFKNKGRDVETMRRHRNEVTVELRKNKRDEH 

VTLEAILQNATSDNPWQLSAVQAARKLLSSDQNPPIDDLIKSGILPILVKCLERDDNPSLQFEAAWALT 
NIASGTSAQTQAWQSNAVPLFLRLLRSPHQNVCEQAVWALGNIIGDGPQCRDYVISLGWKPIiLSFISP 
S I PITFLR1TVTWVI VNLCRNKDPPPPMETVQE ILPALCVL I YHTD INIL VDTVWALS YLTDGGNEQI QMV 
20 IDSGWPFLVPLLSHQEVKVQTAALRAVGNIVTGTDE 

SNI TAGNQQQVQAVIDAGL I PMI IHQLAKGDFGTQKEAAWAI SNIjT I S GRKDQVE YIiVQQNVI P PFCNLIi 
SVKDSQVVQVVIjDGLKNILIMAGDEASTIAEIIEECGGLEKIEVLQQHENEDIYI<1iAFEIIDQYFSGDDI 
DEDPCLIPEATQGGTYNFDPTANLQTKEFNF 

25 SEQIDNO:155 

Lysosomal pepstatin-insensitive protease (CLN2) 
>GL3_21A_2_M13F Direction: N/A 

CCATTTCAATACTATGTGGTCGTTACAATGCTAGAGGTAGTGCACAGGGGGCGCAATGCAAGGGAGGAAGGGCGT 
TAACATCTGCCACCTACTTCCAGGTGCCAAGCACTGTTATCAACATTATTCCACTTTATTCCCCTGGGTGATTAT 
30 GAAAGGCCAGGTATTGAGTATTCACACTTNAC^ 

ANCCAGGTC^TACAATACGTTCACCTAGAGTCCCANTTATTCTAGGAAACCACAGGAGTTTCCAAAAC^ 
TTTGGTGTTNAGGAAACAATCTTATGGGGAGATATT^ 

CCAGGGGGGAAAATCAAAACCATTCCACGAAAAGAAAGGGTNGAACATTCTGGAGAGCATTGAAGGATCTTTGCG 
CAAAGAAATTCCTTGGGAAAAATTTTACCCTGGGCAAGGTATGTTATCAAGAGGGGTTGGGTAAAGGGGGGNACC 
35 GGGAGAACAAGCGTTTGAAGCGCA 

SEQIDNO:156 

>GL3_21A_4_M13F Direction: N/A 

CCATTTCAATACTATGTGGTCGTTACAATGCTAGAGGTAGGCACAGGGGGCGCAATGCAAGGGAGGAAGGGCGTT 
40 AACAATTCCTGGCGCACGCTAACTTTCCAGGTGGCCAAGGCCACTGGTTATCAACCAGTTATTCCACGTTTTATT 
TCCCCTGGGTTGGAATTTACTGGAAAAAGGGGGCCAAGGGGGTTAAATTGGAGTATTCACACTTTTATACAGACG 
AGGGAAACAGGCCTCAGGGAGATAAGCTTACTTGACCCAAGTCTCTCGTCCTTAGGTCCATATCCAGGGAAACCC 
AAAGGGAATTTTCCAAAACCAGG * 

45 SEQIDNO:157 

>GL3_21A_1_M13F Direction: N/A 
CCATTTCAATACTATGTGGTCGTTACAATGCT^ 

AACATCTGCCACCTACTTCCAGGTGCCAAGCACTGTTATCAACATTATTCC^CTTTATTCCCTGGTGATTATGAA 
AGGCAGGTATTGATATTCACACTTAACAGACGAGGAAACAGCCTCAGGGAGATCAAGCTTACTTGACCCAGTCTC 
50 TCTCCTAGTTCCATATCAGAACCAAGATTGAAACAGGTTTGGTTTAGAAAATCTAGGATTTTTCAGCCATACCAA 
AATAAAGTAGCCTCAGGGAATC7^AAACATTCACGAAAGAAGGTGACTTCTGAACTGAGTCTTGCAAGAATTCTGG 
AAATTAACCTGGCAGTTGTATCAGGGGTGGTAAGGGGACGGAA 
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SEQIDNO:158 

>GL3_21A_ 2_M13R Direction: anti -sense 
CCACTTGGATGAAAACCCTTGAAGGATTACTGGATAGAATTCAGGC^^ 
CAAACCTTCCTTGCTATTTGTTCTTAAGTA^^ 
5 ACTCTTGCTCAAGCTGTTCCGTCCCCTTACCACCCCTGATACAACTGCCAGGTTAATTTCCAGAA 

ACTCAGTTCAGAAGTCACCTTCTTTCGGTGAATGTTTTGATTCCCTGAGGCTACTTTATTTTGGTATGG 
AATCCTAGATTTTCTAAACAAAACCTGTTTGAATCTTGGTTCTGATATGGACTAGGAGAGAGACTG 

SEQIDNO:159 
10 >GL3_21A_3_M13F Direction: N/A 

CCATTTCAATACTATGTGGTCGTTACAATGCTAGAGGTAGGCACAGGGGGCGCAATGCAAGGGAGGAAGGGCGTT 
AACATCTGCGACCTACTTCCAGGTGCCAAGCACTGTTATCAAGATT^ 

AGGCAGGTATTGATATTTCACACTTAACAGACGAGGAAACAGCCTTCAGGGAGATAAGCTTACTTGACCCAGTCT 
CTCTTCCTAGTCCATATCAGAACCAAGATTCAAACAGGTTTGGTTTAGAAAATCTA 

15 

SEQIDNO:160 

>GL3_21A_3_M13R Direction: anti-sense 

CCACTTGGATGAAAACCCTTCAAGGATTACTGGATAGAATTCAGGCTTTCCCCTCTAGCCCCCAATCATAGCTCA 
CAAAGCCTTCCTTGCTATTTGTTCTTAAGTAAAAAATCATTTTTCCTCCTCCCTCCCCAAACCCCAAGGAACTCT 
20 CACTCTTGCTCAAGCTGTTCCGTCCCCTTACCACCCCTGATACAACTGCCAGGTTAATTTCCAGAATTCTTGCAA 
GACTCAGTTCAGAAGTCACCTTCTTTCGTGAATGTTTTGATC 

AATCCTAGATTTTCTAAACAAAACCTGTTTGAATCTTGGTTCTGATATGGACTAGGAGAGA 

SEQIDNO:161 
25 >GL3_21A_4_ M13R Direction: anti -sense 

CCACTTGGATGAAAACCCTTCAAGGATTACTGGATAGAATTCAGGCTTTCCCCTCTAGCCCCCAAGTCATAGCTC 
ACAAAGCCTTCCTTGCTATTTGTTCTTAAGTAAAAAATCATTTTTCCTCCTCCCTCCCCAAACCCCAAGGGAACT 
CTCACTCTTGGCTCAAGGCTGTTCCGTTCGNCCTTACCACCCCTGATAGAACTGCCAGGTTAATTTCCAGAATTC 
TTGCAAGACTCAGTTCU^GAAGTCACCTTCTTTC^ 

30 

CTGAAAAATCCTAGATTTTGTAAACAAAACCTGTTTGAATCTTGGTTCTGATATGGACTAGGAGAGAGACTGGGT 
CAAGTAAGCTTATCTCCCTGAGGCTGTTTCCT 

SEQIDNO:162 

>GL3_21A_PCR_G3F1 Direction: N/A 

35 CCATTTCAATACTATGTGGTCGTTACAATGCTAGAGGTAGGCACAGGGGGCGCAATGCAAGGGAGGAAGGGCGTT 
AACATCTGCCACCTACTTCCAGGTGCCAAGCACTGTTATCAACATTATTCCCACTTTATTCCCTGGTGATTATGA 
AAGGCAGGTATTGATATTCACACTTAACAGACGAGGAAACAGCCTCAGGGAGATAAGCTTACTTGACCCAGTCTC 
TCTCCTAGTCCATATGAGAACCAAGATTCAAACAGGTTTTGTTTAGAAAATCTAGGATTTTTCAGCCATACCAAA 
ATAAAGTAGCCTCAGGGAATCAAAACATTCACGAAAGAAGGTGACTTCTGAACTGAGTCTTGCAAGAATTCTGGA 

40 AATTAACCTGGCAGTTGTATCAGGGGTGGTAAGGGGACGGAAC^GCTTGAGCAAGAGTGAGAGTTCCTTGGGGTT 
TGGGGAGGGAGGAGGAAAAATGATTTTTTACTTAAGAACAAATAGCAAGGAAGGTTTGTGAGCTAT 

SEQIDNO:163 

>gi | 5597012 | ref |NMJ)00391.2 j Homo sapiens ceroid-lipofuscinosis, neuronal 

45 2, late infantile ( Jansky-Bielschowsky disease) (CLN2) , mRNA 

ACATGACAGCAGATCCGCGGAAGGGCAGAATGGGACTCCAAGCCTGCCTCCTAGGGCTCTTTGCCCTCAT 
CCTCTCTGGCAAATGCAGTTACAGCCCGGAGCCCGACCAGCGGAGGACGCTGCCCCCAGGCTGGGTGTCC 
CTGGGCCGTGCGGACCCTGAGGAAGAGCTGAGTCTCACCTTTGCCCTGAGACAGCAGAATGTGGAAAGAC 
TCTCGGAGCTGGTGCAGGCTGTGTCGGATCCCAGCTCTCCTCAATACGGAAAATACCTGACCCTAGAGAA 

50 TGTGGCTGATCTGGTGAGGCCATCCCCACTGACCCTCCACACGGTGCAAAAATGGCTCTTGGCAGCCGGA 
GCCCAGAAGTGCCATTCTGTGATCACACAGGACTTTCTGACTTGCTGGCTGAGCATCCGACAAGCAGAGC 
TGCTGCTCCCTGGGGCTGAGTTTCATCACTATGTGGGAGGACCTACGGAAACCCATGTTGTAAGGTCCCC 
ACATCCCTACCAGCTTCCACAGGCCTTGGCCCCCCATGTGGACTTTGTGGGGGGACTGCACCGTTTTCCC 
CCAACATCATCCCTGAGGCAACGTCCTGAGCCGCAGGTGACAGGGACTGTAGGCCTGCATCTGGGGGTAA 

55 CCCCCTCTGTGATCCGTAAGCGATACAACTTGACCTCACAAGACGTGGGCTCTGGCACCAGCAATAACAG 
CCAAGCCTGTGCCCAGTTCCTGGAGCAGTATTTCCATGACTCAGACCTGGCTCAGTTCATGCGCCTCTTC 
GGTGGCAACTTTGCACATCAGGCATCAGTAGCC CGTGTGGTTGGACAACAGGGC CGGGGC CGGGCCGGGA 
TTGAGGCCAGTCTAGATGTGCAGTACCTGATGAGTGCTGGTGCCAACATCTCCACCTGGGTCTACAGTAG 
CCCTGGCCGGCATGAGGGACAGGAGCCCTTCCTGCAGTGGCTCATGCTGCTCAGTAATGAGTCAGCCCTG 

60 CCACATGTGCATACTGTGAGCTATGGAGATGATGAGGACTCCCTCAGCAGCGCCTACATCCAGCGGGTCA 
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ACACTGAGCTCATGAAGGCTGCCGCTCGGGGTCTCACCCTGCTCTTCGCCTCAGGTGACAGTGGGGCCGG 
GTGTTGGTCTGTCTCTGGAAGACACCAGTTCCGCCCTACCTTCCCTGCCTCCAGCCCCTATGTCACCACA 
GTGGGAGGCACATCCTTCCAGGAACCTTTCCTCATCACAAATGAAATTGTTGACTATATCAGTGGTGGTG 
GCTTCAGC^UlTGTGTTCCCACGGCCTTCATACCAGGAGGAAGCTGTAACGAAGTTCCrGAGCTCTAGCCC 
CCACCTGCCACCATCCAGTTACTTCAATGCCAGTGGCCGTGCCTACCCAGATGTGGCTGCACTTTCTGAT 
GGCTACTGGGTGGTCAGCAACAGAGTGCCCATTCCATGGGTGTCCGGAACCTCGGCCTCTACTCCAGTGT 
TTGGGGGGATCCTATCCTTGATCAATGAGCACAGGATCCTTAGTGGCCGCCCCCCTCTTGGCTTTCTCAA 
CCCAAGGCTCTACCAGCAGCATGGGGCAGGACTCTTTGATGTAACCCGTGGCTGCCATGAGTCCTGTCTG 
GATGAAGAGGTAGAGGGCCAGGGTTTCTGCTCTGGTCCTGGCTGGGATCCTGTAACAGGCTGGGGAACAC 
CCAACTTCCCAGCTTTGCTGAAGACTCTACTCAACCCCTGACCCTTTCCTATCAGGAGAGATGGCTTGTC 
CCCTGCCCTGAAGCTGGCAGTTCAGTCCCTTATTCTGCCCTGTTGGAAGCCCTGCTGAACCCTCAACTAT 
TGACTGCTGCAGACAGCTTATCTCCCTAACCCTGAAATGCGGTGAGCTTGACTTGACTCCCAACCCTACC 
ATGCTCCATCATACTC^GGTCTCCCTACTCCTGCCTTAGATTCCTCAATAAGATGCTGTAACTAGCATTT 
TTTGAATGCCTCTCCCTCCGCATCTC^TCTTTCTCTTTTCAATCAGGCl^TTCCAAAGGGTTGTATACAG 
ACTCTGTGO^CTATTTCACTTGATATTCATrCCCCAATTCACTGCAAGGAGACCTCTACTGTCACCGTTT 
ACTCTTTCCTACCCTGACATCCAGAAACAATGGCCTCCAGTGCATACTTCTCAATCTTTGCTTTATGGCC 
TTTCCATCATAGTTGCCCACTCCCTCTCCTTACTTAGCTTCCAGGTCTTAACTTCTCTGACTACTCTTGT 
CTTCCTCTCTCATCAATTTCTGCTTCTTCATGGAATGCTGACCTTCATTGCTCCATTTGTAGATTTTTGC 
TCTTCTCAGTTTACTCATTGTCCCCTGGAACAAATCACTGACATCTACAACCATTACCATCTCACTAAAT 
AAGACTTTCTATCCAATAATGATTGATACCTCAAATGTAAGATGCGTGATACTCAACATTTCATCGTCCA 
CCTTCCCAACCCCAAACAATTCCATCTCGTTTCTTCTTGGTAAATGATGCTATGCTTTTTCCAACCAAGC 
C^GAAACCTGTGTCATCTTTTCACCCCACCTTCAATCAACAAGTCCTCAAT(^CAAGTCCTACTGACTG 
CACATCTTAAATATATCTTTATCAGTCCACAAGTCCTTCCAATTATATTTCCCAAGTATATCTAGAACTT 
ATCCACTTATATCCCCACTGCTACTACCTTAGTTTAGGGCTATATTCTCTTGAAAAAAAGTGTCCTTACT 
TCCTGCCAATCCCCAAGTCATCTTCCAGAGTAAAATGCAAATCCCATCAGGCCACTTGGATGAAAACCCT 
TCAAGGATTACTGGATAGAATTCAGGCTTTCCCCTCCAGCCCCCAATCATAGCTCACAAACCTTCCTTGC 
TATTTGTTCTTAAGTAAAAAATCATTTTTCCTCCTCCCTCCCCAAACCCCAAGGAACTCTCACTCTTGCT 
CAAGCTGTTCCGTCCCCTTACCACCCCTGATACAACTGCCAGGTTAATTTCCAGAATTCTTGCAAGACTC 
AGTTCAGAAGTCACCTTCTTTCGTGAATGTTTTGATTCCCTGAGGCTACTTTATTTTGGTATGGCTGAAA 
AATCCTAGATTTTCTAAAC^AAACCTGTTTGAATCTTGGTTCTGATATGGACTAGGAGAGAGACTGGGTC 
AAGTAAGCTTATCTCCCTGAGGCTGTTTCCTCGTCTGTTAAGTGTGAATATCAATACCTGCCTTTCATAA 
TCACCAGGGAATAAAGTGGAATAATGTTGATAACAGTGCTTGGCACCTGGAAGTAGGTGGCAGATGTTAA 
CGCCCTTCCTCCCTTGCACTGCGCCCCCTGTGCCTACCTCTAGCATTGTAACGACCACATAGTATTGAAA 
TGGCCAGTTTACTTGTCTGCCTTCCTTTCCAAGACCGTTGGTGCCTAGAGGACTAGAATCGTGTCCTATT 
TAACTTTGTGTTCCCAGGTCCTAGCTCAGGAGTTGGCAAATAAGAATTAAATGTCTGCTACACCGAAACA 



SEQIDNO:164 

>gi|5729770|ref |MP_000382.3| ceroid-lipofuscinosis, neuronal 2, late 
infantile ( tfansky-Bielschowsky disease) [Homo sapiens] 

MGLQAC^LGLFALILSGKCSYSPEPDQRRTLPPGWVSIiGRADPEEELSLTFALRQQNVERLSELVQAVSD 
PSSPQYGKYLTLENVADLVRPSPLTLHTVQKWLIAAGAQKCHSVITQDFLTCWLSIRQAEIiIjLPGAEFHH 
YVGGPTETHVVRSPHPYQIiPQALAPHVDFVGGLHRFPPTSSLRQRPEPQVTGTVGLHLGVTPSVIRKRYN 
IiTSQDVGSGTSNNSQACAQFLEQYFHDSDLAQFMRLFGGNFAHQASVARWGQQGRGRAGIEASLDVQYL 
MSAGANISTWVYSSPGRHEGQEPFLQWLMIjLSNESALPHVHTVSYGDDEDSLSSAYIQRVNTELMKAAAR 
GLTLLFASGDSGAGCWSVSGRHQFRPTFPASSPYVTTVGGTSFQEPFLITNEIVDYISGGGFSNVFPRPS 
YQEEAVTKFLSSSPHLPPSSYFNASGRAYPDVAALSDGYWWSNRVPIPWVSGTSASTPVFGGILSLINE 
HRILSGRPPLGFLNPRLYQQHGAGLFDVTRGCHESCLDEEVEGQGFCSGPGWDPVTGWGTPNFPALLKTL 



AA 



SEQIDNO:165 

Novel protein disulfide isomerase 
Novel (disulfide disomerase-like) 
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AGTCAAAGTCTCTGCCTCCACTGTGCTCACTGACTTTCTTCCCTCCTCGGAAAAGCAATAACGTGGGGTAGCCTC 
GT 

SEQIDNO:166 
5 Microtubule-associated protein 4 (MAP4) 
>GL1_19_HIGH_3_G3F1 Direction: sense 

CCACCTCCATTTCTGGAGGCAGACATACGTTCTTGATGAGAACTACTTCTGTTTCTGGAGGTGGAGTC^CATCCT 
TGCCCAGAGCCATTTCTGTTTCTGATAGTG 

10 SEQIDNO:167 

>GL1_19_HIGH_3_G3R1 Direction: anti- sense 

CACTATCAGAAACAGAAATGGCTCTGGGCAAGGATGTGACTCCACCTCCAGAAACAGAAGTAGTTCTCATCAAGA 
ACGTATGTCTGCCTCCAGAAATGGAGGTGG 

15 SEQD3NO:168 

>GL1_19_L0W_2_G3F1 Direction: sense 

CCACCTCCATTTCTGGAGGGAGACATACGTTCTTGATGAGAACTACTTCTGTTTCTGGAGGTGGAGTCANATCCT 
TGCCCAGAGCCATTTCTGTTTCTGATAGTG 

20 SEQIDNO:169 

>gi [ 14195631 1 ref |NM_002375.2 | Homo sapiens microtubule-associated protein 4 
(MAP4) , transcript variant 1, mRNA 

TGCGACCGCCTCCCTGCGCCCCGCCCCTCCGGCTAGCTCGCTGGCTCCCGGCTCCTCCCGACGTCTCCTA 
CCTCCTCACGGCTCTTCCCGGCGCTCTCCTGGCTCCCTTCTGCCCCAGCTCCGTCTCGGCGGCGGCGGGC 

25 AGTTGCAGTGGTGCAGAATGGCTGACCTCAGTCTTGCAGATGCATTAACAGAACCATCTCCAGACATTGA 
GGGAGAGATAAAGCGGGACTTCATTGCCACACTAGAGGCAGAGGCCTTTGATGATGTTGTGGGAGAAACT 
GTTGGAAAAACAGACTATATTCCTCTCCTGGATGTTGATGAGAAAACCGGGAACTCAGAGTCAAAGAAGA 
AACCGTGCTCAGAAACTAGCCAGATTGAAGATACTCCATCTTCTAAACCAACACTCCTAGCCAATGGTGG 
TCATGGAGTAGAAGGGAGCGATACTACAGGGTCTCCAACTGAATTCCTTGAAGAGAAT^ATGGCCTACCAG 

3 0 GAATACCCAAATAGCCAGAACTGGCC AGAAGATACCAACTTTTGTTTCCAACCTGAGCAAGTGGTCGATC 
CTATCCAGACTGATCCCTTTAAGATGTACCATGATGATGACCTGGCAGATTTGGTCTTTCCCTCCAGTGC 
GACAGCTGATACTTCAATATTTGCAGGACAAAATGATCCCTTGAAAGACAGTTACGGTATGTCTCCCTGC 
AACACAGCTGTTGTACCTCAGGGGTGGTCTGTGGAAGCCTTAAACTCTCCACACTCAGAGTCCTTTGTTT 
CCCCAGAGGCTGTTGCAGAACCTCCTCAGCCAACGGCAGTTCCCTTAGAGCTAGCCAAGGAGATAGAAAT 

35 GGCATCAGAAGAGAGGCCACCAGCACAAGCATTGGAAAT2\ATGATGGGACTGAAGACTACTGACATGGCA 
CCATCTAAAGAAACAGAGATGGCCCTCGCCAAGGACATGGCACTAGCTACAAAAACCGAGGTGGCATTGG 
CTAAAGATATGGAATCACCCACCAAATTAGATGTGACACTGGCCAAGGACATGCAGCCATCCATGGAATC 
AGATATGGCCCTAGTCAAGGACATGGAACTACCCACAGAAAAAGAAGTGGCCCTGGTTAAGGATGTCAGA 
TGGCCCACAGAAACAGATGTATCTTCAGCCAAGAATGTGGTACTGCCCACAGAAACAGAGGTAGCCCCAG 

40 CCAAGGATGTGACACTGTTGAAAGAAACAGAGAGGGCATCTCCTATAAAAATGGACTTAGCCCCTTCCAA 
GGACATGGGACCACCCAAAGAAAACAAGAAAGAAACAGAGAGGGCATCTCCTATAAAAATGGACTTGGCT 
CCTTCCAAGGACATGGGACCACCCAAAGAAAACAAGATAGTCCCAGCCAAGGATTTGGTATTACTCTCAG 
AAATAGAGGTGGCACAGGCTAATGACATTATATCATCCACAGAAATATCCTCTGCTGAGAAGGTGGCTTT 
GTCCTCAGAAACAGAGGTAGCCCTGGCCAGGGACATGACACTGCCCCCGGAAACCAACGTGATCTTGACC 

45 AAGGATAAAGCACTACCTTTAGAAGCAGAGGTGGCCCCAGTCAAGGACATGGCTCAACTCCCAGAAACAG 
AAATAGCCCCGGCCAAGGATGTGGCTCCGTCCACAGTAAAAGAAGTGGGCTTGTTGAAGGACATGTCTCC 
ACTATCAGAAACAGAAATGGCTCTGGGCAAGGATGTGACTCCACCTCCAGAAACAGAAGTAGTTCTCATC 
AAGAACGTATGTCTGCCTCCAGAAATGGAGGTGGCCCTGACTGAGGATCAGGTCCCAGCCCTCAAAACAG 
AAGCACCCCTGGCTAAGGATGGGGTTCTGACCCTGGCCAACAATGTGACTCCAGCCAAAGATGTTCCACC 

50 ACTCTC^GAAACAGAGGCAACAC<^GTTCCAATTAAAGACATGGA^^ 

AGTGAGGATTCCCATTTAGAATCTCTGCAGGATGTGGGGCAGTCAGCTGCACCTACTTTCATGATTTCAC 
CAGAAACCATCACAGGAACGGGGAAAAAGTGCAGCTTGCCGGCCGAGGAGGATTCTGTGTTAGAAAAACT 
AGGGGAAAGGAAACCATGCAACAGTCAACCTTCTGAGCTTTCT^ 

GAAGAAGGAAGGCCTGTGGTGAGTGGGACAGGAAATGACATCACCACCCCACCGAACAAGGAGCTCCCAC 
55 C^GCCCAGAGAAGAAAAC^^GCCTTTGGCCACCACTCAACCTGCAAAGACTTCAAC^ 
AACACAGCCCACTTCTCTCCCTAAGCAGCCAGCTCCCACCACCATTGG 

AGCCTTGCTTCAGGCTTAGTGCCAGCTGCCCCACCCAAACGCCCTGCCGTCGCCTCTGCCAGGCCTTCCA 
TCTTACCTTCAAAAGACGTGAAGCCAAAGCCCATTGCAGATGCAAAGGCTCCTGAGAAGCGGGCCTCACC 
ATCCAAGCCAGCTTCTGCCCCAGCCTCCAGATCTGGGTCCAAGAGCACTCAGACTGTTGCAAAAACCACA 
60 ACAGCTGCTGCTGTTGCCTCAACTGGCCCAAGCAGTAGGAGCCCCTCCACGCTCCTGCCCAAGAAGCCCA 
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CTGCCATTAAGACTGAGGGAAAACCTGCAGAAGTCAAGAAGATGACTGCAAAGTCTGTACCAGCTGACTT 
GAGTCGCCCAAAGAGCACCTCCACCAGTTCCATGAAGAAAACCACCACTCTCAGTGGGACAGCCCCCGCT 
GC^GGGGTGGTTCCCAGCCGAGTCAAGGCCAC^CCCATGCCCTCCCGGCCCTCCACAACTCCTTTCATAG 
ACAAGAAGCCCACCTCGGCCAAACCCAGCTCCACCACCCCCCGGCTCAGCCGCCTGGCCACCAATACTTC 
5 TGCTCCTGATCTGAAGAATGTCCGCTCCAAGGTTGGCTCCACGGAAAACATCAAGCATCAGCCTGGAGGA 
GGCCGGGCCAAAGTAGAGAAAAAAACAGAGGCAGCTGCTACAACCCGAAAGCCTGAATCTAATGCAGTCA 
CTAAAACAGCCGGCCCAATTGCAAGTGCACAGAAACAACCTGCGGGGAAAGTCCAGATAGTCTCCAAAAA 
AGTGAGCTACAGCCATATTCAGTCCAAGTGTGGTTCCAAGGACAATATTAAGCATGTCCCTGGAGGTGGT 
AATGTTCAGATTCAGAACAAGAAAGTGGACATCTCTAAGGTCTCCTCCAAGTGTGGGTCTAAGGCTAACA 

10 TCAAGCACAAGCCTGGTGGAGGAGATGTCAAGATTGAAAGTCAGAAGTTGAACTTCAAGGAGAAGGCCCA 
GGCCAAGGTGGGATCCCTCGATAATGTGGGCCACCTACCTGCAGGAGGTGCTGTGAAGACTGAGGGCGGT 
GGCAGCGAGGCTCCTCTGTGTCCGGGTCCCCCTGCTGGGGAGGAGCCGGCCATCTCTGAGGCAGCGCCTG 
AAGCTGGCGCCCCCACTTCAGCCAGTGGCCTCAATGGCCACCCCACCCTGTCAGGGGGTGGTGACCAAAG 
GGAGGCCCAGACCTTGGACAGCCAGATCCAGGAGACAAGCATCTAATGATGACATTCTGGTCTCGTCTTC 

15 CGTCTCCCCCGTGTTCCCCTCTTGTCTCCCCTGTTCCCCTCTCCCTTCCCTCCTCCCATGTCACTGCAGA 
TTGAGACCTACAGGCTGACGTTCCGGGCAAATGCCAGGGCGCGCACCGACCACGGGGCCGACATTGTCTC 
CCGCCCCCCACACTTCCCTGGCGGCCCCAACTCGGGCTCCCGGGTCCTTGGCCCCCTTTCCCGGGCTGTC 
CACTAGACCAGTGAGCGCTTGGGCGCCGTGCTGGGCAGCCCGCTAGGCTCGCCTTCCCTCCTGCTTTGCG 
TGCCCGGGGCAGCAGCAGCCCTGCCCCACACCTCCTCTCACTCCCCAGCCTGGGCCCATCTCCCTGCTTT 

20 GGTCTTGCCCCATCACTGCGCCACTGCTCCGTGGAGGAGGTTGGGAGGGGGTTGGGGTGGTTGAGGCTAA 
GTTGGGATCTAGGAGAGGAGAACGAGATTCTATCCTCATCTTTTTTTGGTTCTTTGGTCCAAACCCAAAA 
'-' GAAACTGACATGCCCTCCCTTCTCCCTGGATCTACCTGGAGGGAAGAGTGGAGGTGGATTCCGAGTGGTG 
.*? ACAGGACGCTGACCGTGGAGCTTAAGCCACTGCCTCTCCCTCTGGTCCCACAAATGGGCGCCCCCCCCTC 
CCCATGCAGGTGGTGTCGGGCCCTTCTTGCTGCCCTGCCCCAAGTTGGGGGTCAGTGCTGCCTGTCCCCA 

25^ TGCTTAAC^TACCCGCCTAGCTGCTGTCACATTTTTCTTGTTTTGTCCTTTTATTTT^ 

AAAAACTGGCAAAATAGTTCTGCAGGTTGAAGCCATGTCTACATGAAAGTCCTCAGTAAGTGTTAGAGGG 

AACAGGGCGGAGATATCCTTATGCCACCCCCGCTGGAGGATGTGGGCAGCTTAGGGCCCTGGAGGCGGTG 

CGGCAGGGAAGAGGGGTGCAGAGGCTGTGGCTGGTGAGCCGGTCAGGCACACAAGGGGCCCTTGGAGCGT 

GGACTGGTTGGTTTTGGCATTTTGTTGTGTGTATGCTGCTTTTCTTTTCTAACCAAGAGGCTGGTTTTGG 

30 CATCTCTGTCCCATTCCCTGGGATCTGGTGGTCAGCCCTAGGATAAAAAGCCAGGGCTGGAGAACAAGAA 
AGGGCCAGGAGATGAATTC 

SEQIDNO:170 

>gi | 4505099 |ref |NP_0023 66 . 1 1 microtubule -associated protein 4, isoform 1 
35 [Homo sapiens] 

MADLSLADALTEPSPDIEGEIKIUDFIATLEAEAFDDWGEWGKTDyiPIi^ 
SQIEDTPSSKPTLLANGGHGvEGSDTTGSPTEFLEEKM^ 

FKMYHDDDLADLVFPS S ATADTS I FAGQNDPLKDS YGMS PCNTAVVPQGWS VEALNSPHSESFVSPEAVA 
EPPQPTAVPLEIAKEIEMASEERPPAQALEIIVM^ 
40 PTKIiD VTLAKDMQPSME SDMAL VKDMELPTEKEVALVKDVRWPTETDV S AKNWLPTETE VAPAKDVTL 
LKETEIUVSPIKMDIAPSKDMGPPKENKICETERASPIKMDLAPSKDMGPP^^ 
AND I IS STEI S SAEKVALS SETEVALARDMTLP^ 

DVAPSTVKEVGLLKDMSPLSETEMALGKDVTPPPETEWLIKNVCLPPEMEVAL 
DGVXjTIiAITOVTPAKDVPPLSETEAT^ 

45 TGKKCSLPAEEDSVLEKiGERKPCNSQPSELSSETSGIARPEEGRPVVSGTGNDITTPPNKELPPSPEKK 
TKPIATTQPAKTSTSKAKTQPTSLPKQPAPTTIGGLNKKPMSLASGLVPAAPPKRPAVASARPSILPSKD 
VKPKP I ADAKAPEKRAS P S KPAS AP ASRS GS KSTQTVAKTTTAAAVAS TGP S SRS PS I'LL PKKPTAI KTE 
GKPAEVKKMTAKSVPADLSRPKSTSTSSMKKTTTLSGT 
AKPSSTTPRLSRLATNTSAPDLKN^^ 

50 I ASAQKQPAGKVQIVSKKVS YSHIQS KCGS KDNIKHVPGGGNVQI QNKKVDISKVS SKCGS KANI KHKPG 

GGDVKIESQKLNFKEKAQAKVGSLDNVGHLPAGGAVKTEGGGSEAPLCPGPPAGEEPAISEAAPEAGAPT 
SASGLNGHPTLSGGGDQREAQTIiDSQIQETSI 

SEQIDNO:171 

55 >gi 1 14195625 | ref |NM_030884 . 1 | Homo sapiens microtubule-associated protein 4 
(MAP4) , transcript variant 2, mRNA 

TGCGACCGCCTCCCTGCGCCCCGCCCCTCCGGCTAGCTCGCTGGCTCCCGGCTCCTCCCGACGTCTCCTA 
CCTCCTCACGGCTCTTCCCGGCGCTCTCCTGGCTCCCTTCTGCCCCAGCTCCGTCTCGGCGGCGGCGGGC 
AGTTGCAGTGGTGCAGAATGGCTGACCTCAGTCTTGCAGATGCATTA 
60 GGGAGAGATAAAGCGGGACTTCATTGCCACACTAGAGGCAGAGGCCTTTGATGATGTTGTGGGAGAAACT 
GTTGGAAAAACAGACTATATTCCTCTCCTGGATGTTGATGAGAAAACCGGGAACTCAGAGTCAAAGAA^ 
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AACCGTGCTCAGAAACTAGC<^GATTGAAGATACTCCATCTTCTA^CCAACACTCCTAGCCAATGGTGG 
TCATGGAGTAGAAGGGAGCGATACTACAGGGTCTCCAACTGAATTCCTTGAAGAGAAAATGGCCTACCAG 
GAATACCCAAATAGCCAGAACTGGCCAGAAGATACCAACTTTTGTTTCCAACCTGAGCAAGTGGTCGATC 
CTATCCAGACTGATCCCTTTAftGATGTACCATGATGATGACCTGGCAGATTTGGTCTTTCCCTCCAGTGC 
GACAGCTGATACTTCAATATTTGC^GGACAAAATGATCCCTTGAAAGACAGTTACGGTATGTCTCCCTGC 
AACACAGCTGTTGTACCTCAGGGGTGGTCTGTGGAAGCCTTAAACTCTCCACACTCAGAGTCCTTTGTTT 
CCCCAGAGGCTGTTGCAGAACCTCCTCAGCCAACGGCAGTTCCCTTAGAGCTAGCCAAGGAGATAGAAAT 
GGCATCAGAAGAGAGGCCACCAGCACAAGCATTGGAAATAATGATGGGACTGAAGACTACTGACATGGCA 
CCATCTAAAGAAACAGAGATGGCCCTCGCCAAGGACATGGCACTAGCTACAAAAACCGAGGTGGCATTGG 
CTAAAGATATGGAATCACCCACCAAATTAGATGTGACACTGGCCAAGGACATGCAGCCATCCATGGAATC 
AGATATGGCCCTAGTCAAGGACATGGAACTACCCACAGAAAAAGAAGTGGCCCTGGTTAAGGATGTCAGA 
TGGCCCACAGAAACAGATGTATCTTCAGCCAAGAATGTGGTACTGCCCACAGAAACAGAGGTAGCCCCAG 
CCAAGGATGTGACACTGTTGAAAGAAACAGAGAGGGCATCTCCTATAAAAATGGACTTAGCCCCTTCCAA 
GGACATGGGACCACCCAAAGAAAACAAGAAAGAAACAGAGAGGGCATCTCCTATAAAAATGGACTTGGCT 
CCTTCCAAGGACATGGGACC^CCCAAAGAAAACAAGATAGTCCCAGCGAAGGATTTGGTATTACTCTCAG 
AAATAGAGGTGGCACAGGCTAATGACATTATATCATCCACAGAAATATCCTCTGCTGAGAAGGTGGCTTT 
GTCCTCAGAAACAGAGGTAGCCCTGGCCAGGGACATGACACTGCCCCCGGAAACCAACGTGATCTTGACC 
AAGGATAAAGCACTACCTTTAGAAGCAGAGGTGGCCCCAGTCAAGGACATGGCTCAACTCCCAGAAACAG 
AAATAGCCCCGGCCAAGGATGTGGCTCCGTCCACAGTAA^GAAGTGGGCTTGTTGAAGGACATGTCTCC 
ACTATCAGAAACAGAAATGGCTCTGGGCAAGGATGTGACTCCACCTCCAGAAACAGAAGTAGTTCTCATC 
AAGAACGTATGTCTGCCTCCAGAAATGGAGGTGGCCCTGACTGAGGATCAGGTCCCAGCCCTCAAAACAG 
AAGCACCCCTGGCTAAGGATGGGGTTCTGACCCTGGCCAACAATGTGACTCCAGCCAAAGATGTTCCACC 
ACTCTCAGAAACAGAGGCAACACCAGTTCCAATTAAAGACATGGAAATTGCACAAACACAAAAAGGAATA 
AGTGAGGATTCCCATTTAGAATCTCTGCAGGATGTGGGGCAGTCAGCTGCACCTACTTTCATGATTTCAC 
CAGAAACCATCACAGGAACGGGGAAAAAGTGCAGCTTGCCGGCCGAGGAGGATTCTGTGTTAGAAAAACT 
AGGGGAAAGGAAACCATGCAACAGTCAACCTTCTGAGCTTTCTTCAGAGACCTCAGGAATAGCCAGGCCA 
GAAGAAGGAAGGCCTGTGGTGAGTGGGACAGGAAATGACATCACCACCCCACCGAACAAGGAGCTCCCAC 
CAAGCCCAGAGAAGAAAACy^GCCTTTGGCCACCACTCAACCTGCAAAGACTTCAACATCGAAAGCCAA 
AACACAGCCCACTTCTCTCCCTAAGCAGCCAGCTCCCACCACCATTGGTGGGTTGAATAAAAAACCGATG 
AGCCTTGCTTCAGGCTTAGTGCCAGCTGCCCCACCCAAACGCCCTGCCGTCGCCTCTGCCAGGCCTTCCA 
TCTTACCTTCAAAAGACGTGAAGCCAAAGCCCATTGCAGATGCAAAGGCTCCTGAGAAGCGGGCCTCACC 
ATCCAAGCCAGCTTCTGCCCCAGCCTCCAGATCTGGGTCCAAGAGCACTCAGACTGTTGCAAAAACCACA 
ACAGCTGCTGCTGTTGCCTCAACTGGCCCAAGCAGTAGGAGCCCCTCCACGCTCCTGCCCAAGAAGCCCA 
CTGCCATTAAGACTGAGGGAAAACCTGCAGAAGTCAAGAAGATGACTGCAAAGTCTGTACCAGCTGACTT 
GAGTCGCCCAAAGAGCACCTCCACCAGTTCCATGAAGAAAACCACCACTCTCAGTGGGACAGCCCCCGCT 
GCAGGGGTGGTTCCCAGCCGAGTCAAGGCCACACCCATGCCCTCCCGGCCCTCCACAACTCCTTTCATAG 
ACAAGAAGCCCACCTCGGCCAAACCCAGCTCCACCACCCCCCGGCTCAGCCGCCTGGCCACCAATACTTC 
TGCTCCTGATCTGAAGAATGTCCGCTCCAAGGTTGGCTCCACGGAAAACATCAAGCATCAGCCTGGAGGA 
GGCCGGGTTCAGATAGTCTCCAAAAAAGTGAGCTACAGCCATATTCAGTCCAAGTGTGGTTCCAAGGACA 
ATATTAAGCATGTCCCTGGAGGTGGTAATGTTCAGATTCAGAACAAGAAAGTGGACATCTCTAAGGTCTC 
CTCCAAGTGTGGGTCTAAGGCTAACATCAAGCACAAGCCTGGTGGAGGAGATGTCAAGATTGAAAGTCAG 
AAGTTGAACTTCAAGGAGAAGGCCCAGGCCAAGGTGGGATCCCTCGATAATGTGGGCCACCTACCTGCAG 
GAGGTGCTGTGAAGACTGAGGGCGGTGGCAGCGAGGCTCCTCTGTGTCCGGGTCCCCCTGCTGGGGAGGA 
GCCGGCCATCTCTGAGGCAGCGCCTGAAGCTGGCGCCCCCACTTCAGCCAGTGGCCTCAATGGCCACCCC 
ACCCTGTCAGGGGGTGGTGACCAAAGGGAGGCCCAGACCTTGGACAGCCAGATCCAGGAGACAAGCATCT 
AATGATGACATTCTGGTCTCGTCTTCCGTCTCCCCCGTGTTCCCCTCTTGTCTCCCCTGTTCCCCTCTCC 
CTTCCCTCCTCCCATGTCACTGCAGATTGAGACCTACAGGCTGACGTTCCGGGCAAATGCCAGGGCCCGC 
ACCGACCACGGGGCCGACATTGTCTCCCGCCCCCCACACTTCCCTGGCGGCCCCAACTCGGGCTCCCGGG 
TCCTTGGCCCCCTTTCCCGGGCTGTCCACTAGACCAGTGAGCGCTTGGGCGCCGTGCTGGGCAGCCCGCT 
AGGCTCGCCTTCCCTCCTGCTTTGCGTGCCCGGGGCAGCAGCAGCCCTGCCCCACACCTCCTCTCACTCC 
CCAGCCTGGGCCCATCTCCCTGCTTTGGTCTTGCCCCATCACTGCGCCACTGCTCCGTGGAGGAGGTTGG 
GAGGGGGTTGGGGTGGTTGAGGCTAAGTTGGGATCTAGGAGAGGAGAACCAGATTCTATCCTCATCTTTT 
TTTGGTTCTTTGGTCCAAACCCAAAAGAAACTGACATGCCCTCCCTTCTCCCTGGATCTACCTGGAGGGA 
AGAGTGGAGGTGGATTCCGAGTGGTGACAGGACGCTGACCGTGGAGCTTAAGCCACTGCCTCTCCCTCTG 
GTCCCACAAATGGGCGCCCCCCCCTCCCCATGCAGGTGGTGTCGGGCCCTTCTTGCTGCCCTGCCCCAAG 
TTGGGGGTCAGTGCTGCCTGTCCCCATGCTTAACATACCCGCCTAGCTGCTGTCACATTTTTCTTGTTTT 
GTCCTTTTATTTTTTTCTAATAACCTAAAAACTGGCAAAATAGTTCTGCAGGTTGAAGCCATGTCTACAT 
GAAAGTCCTCAGTAAGTGTTAGAGGGAACAGGGCGGAGATATCCTTATGCCACCCCCGCTGGAGGATGTG 
GGCAGCTTAGGGCCCTGGAGGCGGTGCGGCAGGGAAGAGGGGTGCAGAGGCTGTGGCTGGTGAGCCGGTC 
AGGCACACAAGGGGCCCTTGGAGCGTGGACTGGTTGGTTTTGCCATTTTGTTGTGTGTATGCTGCTTTTC 
TTTTCTAACCAAGAGGCTGGTTTTGGCATCTCTGTCCCATTCCCTGGGATCTGGTGGTCAGCCCTAGGAT 
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AAAAAGCCAGGGCTGGAGAACAAGAAAGGGCCAGGAGATGAATTC 

SEQIDNO:172 

>gi | 14195626 | ref |NP_112146 . 1 | microtubule -associated protein 4, isoform 2 
5 [Homo sapiens] 

MADliSLADALTEPSPDIEGEIK^FIAT^ 

SQIEDTPSSKPTLLANGGHGVEGSDTTGSPTEFLEEKMAYQEYPNSQNWPEDTNFCFQPEQV^ 
FKMYHDDDLADLVTPSSATADTSIFAGQNDPLKDSYGM 
EPPQPTAVPLELAKEIEMASEERPPAQALEIMMGLKT^ 
1 0 PTKIjDVTIjAKDMQ PSME SDMAL VKDMEL PTEKEVAIjVKD VRWPTETDVS S AKNWLPTETE VAPAKDVTIj 
LKETERASPI KMDLAPSKDMGPPKENKKETERAS P IKMDLAPS KDMGPPKENKI VPAKDLVIjLSE IEVAQ 
AND 1 1 S S TE I S S AEKVALSSETEVALARDMTLPPETNVILTKDK^ 
DVAPSTVKEVGLLKDMSPLSETEMALGKDVTPPPETEWLIKNVCLPPEMEVALT^ 
DGVLTIiAl^VTPAKDVPPLSETEATPVP 

15 TGKKCSLPAEEDSVLEKLGERKPCNSQPSELSSETSGIARPEEGRPVVSGTGNDITTPPNKELPPSPEKK 
TKPLATTQPAKTSTSKAKTQPTSLPKQPAPTTIGGLN 

VKPKPIADAKAPEKRASPSKPASAPASRSGSKSTQWAKTTTAAAVASTO^ 
GKPAEVKKMTAKSVPADLSRPKSTSTSSMKKTTT 
AKPSSTTPRLSRLATNTSAPDLKNVRSKVGST^^ 
20 GGGNVQIQNKKVD ISKVS SKCGSKANIKHKPGGGDVKI ESQKLNFKEKAQAKVGSLDNVGHIjPAGGAVKT 
EGGGS EAPLCPGPPAGEEPAI S EAAPEAGAPTS AS GLNGHPTL SGGGDQREAQTLDS Q I QETS I 

SEQIDNO:173 

>gi | 14195627 | ref | NM_030885 . 1 | Homo sapiens microtubule-associated protein 4 
25 (MAP4) , transcript variant 3, mRNA 

TGCGACCGCCTCCCTGCGCCCCGCCCCTCCGGCTAGCTCGCTGGCTCCCGGCTCCTCCCGACGTCTCCTA 
CCTCCTCACGGCTCTTCCCGGCGCTCTCCTGGCTCCCTTCTGCCCCAGCTCCGTCTCGGCGGCGGCGGGC 
AGTTGCAGTGGTGCAGAATGGCTGACCTCAGTCTTGCAGATGCATTAACAGAACCATCTCCAGACATTGA 
GGGAGAGATAAAGCGGGACTTCATTGCCACACTAGAGGCAGAGGCCTTTGATGATGTTGTGGGAGAAACT 

30 GTTGGAAAAACAGACTATATTCCTCTCCTGGATGTTGATGAGAAAACCGGGAACTCAGAGTCAAAGAAGA 
AACCGTGCTCAGAAACTAGCCAGATTGAAGATACTCCATCTTCTAAACCAACACTCCTAGCCAATGGTGG 
TCATGGAGTAGAAGGGAGCGATACTACAGGGTCTCCAACTGAATTCCTTGAAGAGAAAATGGCCTACCAG 
GAATACCCAAATAGCCAGAACTGGCCAGAAGATACCAACTTTTGTTTCCAACCTGAGCAAGTGGTCGATC 
CTATCCAGACTGATCCCTTTAAGATGTACCATGATGATGACCTGGCAGATTTGGTCTTTCCCTCCAGTGC 

35 GACAGCTGATACTTCAATATTTGCAGGACAAAATGATCCCTTGAAAGACAGTTACGGTATGTCTCCCTGC 
AACACAGCTGTTGTACCTCAGGGGTGGTCTGTGGAAGCCTTAAACTCTCCACACTCAGAGTCCTTTGTTT 
CCCCAGAGGCTGTTGCAGAACCTCCTCAGCCAACGGCAGTTCCCTTAGAGCTAGCCAAGGAGATAGAAAT 
GGCATCAGAAGAGAGGCCACCAGCACAAGCATTGGAAATAATGATGGGACTGAAGACTACTGACATGGCA 
CCATCTAAAGAAACAGAGATGGCCCTCGCCAAGGACATGGCACTAGCTACAAAAACCGAGGTGGCATTGG 

40 CTAAAGATATGGAATCACCCACCAAATTAGATGTGACACTGGCCAAGGACATGCAGCCATCCATGGAATC 
AGATATGGCCCTAGTCAAGGACATGGAACTACCCACAGAAAAAGAAGTGGCCCTGGTTAAGGATGTCAGA 
TGGCCCACAGAAACAGATGTATCTTCAGCCAAGAATGTGGTACTGCCCACAGAAACAGAGGTAGCCCCAG 
C CAAGGATGTGACACTGTTGAAAGAAAC AGAGAGGGC ATCTCCTATAAAAATGGACTTAGCC CCTTCCAA 
GGACATGGGACCACCCAAAGAAAACAAGAAAGAAACAGAGAGGGCATCTCCTATAAAAATGGACTTGGCT 

45 CCTTCCAAGGACATGGGACCACCCAAAGAAAACAAGATAGTC 

AAATAGAGGTGGCACAGGCTAATGACATTATATCATCCACAGAAATATCCTCTGCTGAGAAGGTGGCTTT 
GTCCTCAGAAACAGAGGTAGCCCTGGCCAGGGACATGACACTGCCCCCGGAAACCAACGTGATCTTGACC 
AAGGATAAAGCACTACCTTTAGAAGCAGAGGTGGCCCCAGTCAAGGACATGGCTCAACTCCCAGAAACAG 
AAATAGCCCCGGCGAAGGATGTGGCTCCGTCCACAGTAAAAGAAGTGGGCTTGTTGAAGGACATGTCTCC 
50 ACTATCAGAAACAGAAATGGCTCTGGGCAAGGATGTGACTCCACCTCCAGAAACAGAAGTAGTTCTCATC 
AAGAACGTATGTCTGCCTCCAGAAATGGAGGTGGCCCTGACTGAGGATCAGGTCCCAGCCCTCAAAACAG 
AAGCACCCCTGGCTAAGGATGGGGTTCTGACCCTGGCCAACAATGTGACTCCAGCCAAAGATGTTCCACC 
ACTCTC^GAAAGAGAGGCAACACC^GTTCCAATTAAAGACAT 

AGTGAGGATTCCCATTTAGAATCTCTGCAGGATGTGGGGCAGTCAGCTGCACCTACTTTCATGATTTCAC 
5 5 CAGAAACCATCACAGGAACGGGGAAAAAGTGCAGCTTGCCGGCCGAGGAGGATTCTGTGTTAGAAAAACT 
AGGGGAAAGGAAACCATGCAACAGTCAACCTTCTGAGCTTTCTTCAGAGACCTCAGGAATAGCCAGGCCA 
GAAGAAGGAAGGCCTGTGGTGAGTGGGACAGGAAATGACATCACCACCCCACCGAACAAGGAGCTCCCAC 
CAAGCCCAGAGAAGAAAACAAAGCCTTTGGCCACCACTCAACCTGCAAAGACTTCAACATCGAAAGC 
AACACAGCCCACTTCTCTCCCTAAGCAGCCAGCTCCCACCACCATTGGTGGGTTGAATAAAAAACCCATG 
60 AGCCTTGCTTCAGGCTTAGTGCCAGCTGCCCCACCCAAACGCCCTGCCGTCGCCTCTGCCAGGCCTTCCA 
TCTTACCTTC^AAAGACGTGAAGCCAAAGCCCATTGCAGATGCAAAGGCTCCTGAGAAGCGGGCCT 
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ATCCAAGCCAGCTTCTGCCCCAGCCTCCAGATC 

ACAGCTGCTGCTGTTGCCTCAACTGGCCCAAGCAGTAGGAGCCCCTCCACGCTCCTGCCCAAGAAGCCCA 
CTOCCATTAAGACTGAGGGAAAACCTGCAGAAGTCAAGAAGATGACTGCAAAGTCTGTACCAGCTGACTT 
GAGTCGCCCAAAGAGCACCTCCACCAGTTCCATGAAGAJ^^ 
5 GCAGGGGTGGTTCCCAGCCGAGTCAAGGCCACAC^ 

ACAAGAAGCCCACCTCGGCCAAACCCAGCTCCACCACCCCCCGGCTCAGCCGCCTGGCCACCAATACTTC 
TGCTCCTGATCTGAAGAATGTCCGCTCCAAGGTTGGCTCCACGGAAAACATCAAGCATCAGCCTGGAGGA 
GGCCGGGTTC^GATTCAGAACAAGAAAGTGGACATCTCTAAGGTCTCCTCCAAGTGTGGGTCTAAGGCTA 
ACATCAAGCACAAGCCTGGTGGAGGAGATGTCAAGATTGAAAGTCAGAAGTTGAACTTCAAGGAGAAGGC 

10 CCAGGCCAAGGTGGGATCCCTCGATAATGTGGGCCACCTACCTGCAGGAGGTGCTGTGAAGACTGAGGGC 
GGTGGCAGCGAGGCTCCTCTGTGTCCGGGTCCCCCTGCTGGGGAGGAGCCGGCCATCTCTGAGGCAGCGC 
CTGAAGCTGGCGCCCCCACTTCAGCCAGTGGCCTCAATGGCCACCCCACCCTGTCAGGGGGTGGTGACCA 
AAGGGAGGCCCAGACCTTGGACAGCCAGATCCAGGAGACAAATTGAGACCTACAGGCTGACGTTCCGGGC 
AAATGCCAGGGCCCGCACCGACCACGGGGCCGACATTGTCTCCCGCCCCCCACACTTCCCTGGCGGCCCC 

15 AACTCGGGCTCCCGGGTCCTTGGCCCCCTTTCCCGGGCTGTCC^CTAGACCAGTGAGCGCTTGGGCGCCG 
TGCTGGGCAGCCCGCTAGGCTCGCCTTCCCTCCTGCTTTGCGTGCCCGGGGCAGCAGCAGCCCTGCCCCA 
CACCTCCTCTCACTCCCCAGCCTGGGCCCATCTCCCTGCTTTGGTCTTGCCCCATCACTGCGCCACTGCT 
CCGTGGAGGAGGTTGGGAGGGGGTTGGGGTGGTTGAGGCTAAGTTGGGATCTAGGAGAGGAGAACCAGAT 
TCTATCCTCATCTTTTTTTGGTTCT^ 

20 

GATCTACCTGGAGGGAAGAGTGGAGGTGGATTCCGAGTGGTGACAGGACGCTGACCGTGGAGCTTAAGCC 
ACTGCCTCTCCCTCTGGTCCCACAAATGGGCGCCCCCCCCTCCCCATGCAGGTGGTGTCGGGCCCTTCTT 
GCTGCCCTGCCCCAAGTTGGGGGTCAGTGCTGCCTGTCCCCATGCTTAACATACCCGCCTAGCTGCTGTC 
ACATTTTTCTTGTTTTGTCCTTTTATTTTTTTCTAATAACCTAAAAACTGGCAAAATAGTTCTGCAGGTT 
GAAGCCATGTCTACATGAAAGTCCTCAGTAAGTGTTAGAGGGAACAGGGCGGAGATATCCTTATGCCACC 
25 CCCGCTGGAGGATGTGGGCAGCTTAGGGCCCTGGAGGCGGTGCGGCAGGGAAGAGGGGTGCAGAGGCTGT 
GGCTGGTGAGCCGGTCAGGCACACAAGGGGCCCTTGGAGCGTGGACTGGTTGGTTTTGCCATTTTGTTGT 
GTGTATGCTGCTTTTCTTTTCTAACCAAGAGGCTGGTTTTGGCATCTCTGTCCCATTCCCTGGGATCTGG 
TGGTCAGCCCTAGGATAAAAAGCCAGGGCTGGAGAACAAGAAAGGGCCAGGAGATGAATTC 

30 SEQIDNO:174 

>gi 1 14195628 | ref |NP_112147 . 1 1 microtubule-associated protein 4, isoform 3 
[Homo sapiens] 

MADLSLADALTEPSPDIEGEIKIUDFIAT^ 
SQIEDTPSSKPTLLANGGHGVISGSDTTGSPTEFLEEKM^ 
35 FKMYHDDDLADL VFP S S ATADTS I FAGQNDPLKDS YGMS PCNTAWP QGWS VEALNS PHS E S FVS PE AVA 
EPPQPTAVPLEIiAKEIEMASEERPPAQALEIMMGLOT 

PTKLDVTLAKDMQP SME SDMALVKDMELPTE KEVALVKDVRWPTETDVS S AKNVYLPTETEVAPAKDVTL 
LKETERASPIKMDIiAPSKDMGPPKENK^ 

AND IISSTEIS SAEKVALS SETEVALARDMTLP PETNVI LTKDKALPLEAEVAPVKDMAQLPETE I APAK 
40 DVAPSTVKEVGLLKDMS PLSETEMALGKDVTPPPETEVVLI KNVCLPPEMEVALTEDQVPALKTEAPLAK 
DGVLTIiANNVTPAKDVPPLSETEATPVPIKDMEIAQTQKGISEDSHLESLQDVGQSAAPTFMISPETITG 
TGKKCSLPAEEDSVLEKLGERKPCNSQPSELSSETSGIARPEEGRPWSGTGNDITTPPNKELPPSPEKK 
TKPLATTQPAKTSTSKAKTQPTSLPKQPAPTTIGGLNKKPMSIiASGLVPAAPP^ 

VKPKP I ADAKAPEKRAS PSKPAS APASRSGSKSTQTVAKTTTAAAVASTGPSSRS PSTLLPKKPTAIKTE 
45 GKPAEVKKMTAKSVPADLSRPKSTSTSSMKKTTTLSG 

AKPSSTTPRLSRIiATNTSAPDLKNVRSKVGSTENIKHQPGGGRVQIQNKKVDISKVSSKCGSKANI 
GGGDVKIESQKLNFKEKAQAKVGSLDNVGHLPAGGAVKTEGGGSEAPLCPGPPAGEEPAISEAAPEAGAP 
TS ASGLNGHPTL S GGGDQRE AQTLDS Q I QETN 

50 SEQIDNO:175 

■• >gi 1 14195629 | ref | NM_03 0983 . 1 1 Homo sapiens microtubule -associated protein 4 
(MAP4), transcript variant 4, mRNA 

TGCGACCGCCTCCCTGCGCCCCGCCCCTCCGGCTAGCTCGCTGGCTCCCGGCTCCTCCCGACGTCTCCTA 
CCTCCTCACGGCTCTTCCCGGCGCTCTCCTGGCTCCCTTCTGCCCCAGCTCCGTCTCGGCGGCGGCGGGC 
55 AGTTGCAGTGGTGCAGAATGGCTGACCTCAGTCTTGCAGATGCATTAACAGAACCATCTCCAGACATTGA 
GGGAGAGATAAAGCGGGACTTCATTGCCACACTAGAGGCAGAGGCCTTTGATGATGTTGTGGGAGAAACT 
GTTGGAAAAACAGACTATATTCCTCTCCTGGATGTTGATGAGAAAACCGGGAACTC^ 
AACCGTGCTGAGAAACTAGCCAGATTGAAGATACTCCATCT 

TCATGGAGTAGAAGGGAGCGATACTA(^GGGTCTCCAACTGAATTCCTTGAAGAGAAAATGGCCTACCAG 

60 

GAATACCCAAATAGCCAGAACTGGCCAGAAGATACCAACTTTTGTTTCCAACCTGAGCAAGTGGTCGATC 
CTATCCAGACTGATCCCTTTAAGATGTACCATGATGATC 
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GAC^GCTGATACTTCAATATTTGCAGGACAAAATGATCCCTTC 

GCC AAGGAGATAGAAATG GC ATC AGAAGAGAGGC C ACCAG CAC AAG CATTGGAAATAATGATGGGACTGA 
AGACTACTGACATGGCACCATCTAAAGAAACAGAGATGGCCCTCGCC^^ 

AACCGAGGTGGCATTGGCTAAAG ATATGGAATCACC CAC CAAATTAGATGTGACACTGG CCAAGGAC ATG 
5 CAGCCATCCATGGAATC^GATATGGCCCTAGTCAAGGACATGGAACTACCCACAGAAAAAGAAGTGGCCC 
TGGTTAAGGATGTCAGATGGCCCACAGAAACAGATGTATCTTCAGCCAAGAATGTGGTACTGCCCACAGA 
AACAGAGGTAGCCCCAGCCAAGGATGTGACACTGTTGAAAGAAACAGAGAGGGCATCTC 
GACTTAGCCCCTTCCAAGGACATGGGACCACCCAAAGAAAACAAGAAAGAAACAGAGAGGGCATCTCCTA 
TATy^AATGGACTTGGCTCCTTCCAAGGACATGGGACCACCCAAAGAAAACAAGATAGTCCCAGCCAAGGA 

1 0 TTTGGTATTACTCTCAGAAATAGAGGTGGCACAGGCTAATGACATTATATCATCC^CAGA 

GCTGAGAAGGTGGCTTTGTCCTCAGAAACAGAGGTAGCCCTGGCCAGGGACATGACACTGCCCCCGGAAA 
CCAACGTGATCTTGACCAAGGATAAAGCACTACCTTTAGAAGCAGAGGTGGCCCCAGTCAAGGACATGGC 
TCAACTCCCAGAAACAGAAATAGCCCCGGCCAAGGATGTGGCTCCGTCCACAGTAAAAGAAGTGGGCTTG 
TTGAAGGACATGTCTCCACTATCAGAAACAGAAATGGCTCTGGGCAAGGATGTGACTCCACCTCCAGAAA 

15 CAGAAGTAGTTCTCATCAAGAACGTATGTCTGCCTCCAGAAATGGAGGTGGCCCTGACTGAGGATCAGGT 
CCCAGCCCTCAAAACAGT^AGCACCCCTGGCTAAGGATGGGGTTCTGACCCTGGCCAACAATGTGACTCCA 
GC CAA&GATGTTC CAC CACT CTCAGAAACAGAGGC AACAC CAGTTCCAATT AAAGACATGGAAATTGCAC 
AAACACAAAAAGGAATAAGTGAGGATTCCCATTTAGAATCTCTGCAGGATGTGGGGCAGTCAGCTGCACC 
TACTTTCATGATTTCACCAGAAACCATCACAGGAACGGGGAAAAAGTGCAGCTTGCCGGCCGAGGAGGAT 

20 TCTGTGTTAGAAAAACTAGGGGAAAGGAAACCATGCAACAGTCAACCTTCTGAGCTTTCTTCAGAGACCT 
CAGGAATAGCCAGGCCAGAAGAAGGAAGGCCTGTGGTGAGTGGGACAGGAAATGACATCACCACCCCACC 
GAACAAGGAGCTCCCACCAAGCCGAGAGAAGAAAACAAAGCCTTTGGCGACCACTCAACCTGCAAAGACT 
TCTVACATCGAAAGCCAAAAC^CAGCCCACTTCTCTCCCTAAGCAGCCAGCTCCCACCACCATTGGTGGGT 
TGAATAAAAAACCCATGAGCCTTGCTTCAGGCTTAGTGCCAGCTGCCCCACCCAAACGCCCTGCCGTCGC 

25 CTCTGCCAGGCCI^CCATCTTACCTTCAAAAGACGTGAAGCCAAAGCCCATTGCAGATGCAAAGGCTCC 
GAGAAGCGGGCCTCACCATCCAAGCCAGCTTCTGCCCCAGCCTCCAGATCTGGGTCCAAGAGCACTCAGA 
CTGTTGCAAAAACCACAACAGCTGCTGCTGTTGCCTCAACTGGCCCAAGCAGTAGGAGCCCCTCCACGCT 
CCTGCCCAAGAAGCCCACTGCCATTAAGACTGAGGGAAAACCTGCAGAAGTCAAGAAGATGACTGCAAAG 
TCTGTACCAGCTGACTTGAGTCGCCCAAAGAGCACCTCCACCAGTTCCATGAAGAAAACCACCACTCTCA 

30 GTGGGACAGCCCCCGCTGCAGGGGTGGTTCCCAGCCGAGTCAAGGCCACACCCATGCCCTCCCGGCCCTC 
CACAACTCCTTTCATAGACAAGAAGCCCACCTCGGCCAAACCCAGCTCCACCACCCCCCGGCTCAGCCGC 
CTGGCCACCAATACTTCTGCTCCTGATCTGAAGAATGTCCGCTCCAAGGTTGGCTCCACGGAAAACATCA 
AGCATCAGCCTGGAGGAGGCCGGGTTCAGATTCAGAACAAGAAAGTGGACATCTCTAAGGTCTCCTCCAA 
GTGTGGGTCTAAGGCTAACATCAAGCACAAGCCTGGTGGAGGAGATGTCAAGATTGAAAGTCAGAAGTTG 

35 AACTTCAAGGAGAAGGCCCAGGCCAAGGTGGGATCCCTCGATAATGTGGGCCACCTACCTGCAGGAGGTG 
CTGTGAAGACTGAGGGCGGTGGCAGCGAGGCTCCTCTGTGTCCGGGTCCCCCTGCTGGGGAGGAGCCGGC 
CATCTCTGAGGCAGCGCCTGAAGCTGGCGCCCCCACTTCAGCCAGTGGCCTCAATGGCCACCCCACCCTG 
TCAGGGGGTGGTGACCAAAGGGAGGCCCAGACCTTGGACAGCCAGATCCAGGAGACAAATTGAGACCTAC 
AGGCTGACGTTCCGGGCAAATGCCAGGGCCCGCACCGACCACGGGGCCGACATTGTCTCCCGCCCCCCAC 

40 ACTTCCCTGGCGGCCCCAACTCGGGCTCCCGGGTCCTTGGCCCCCTTTCCCGGGCTGTCCACTAGACCAG 
TGAGCGCTTGGGCGCCGTGCTGGGCAGCCCGCTAGGCTCGCCTTCCCTCCTGCTTTGCGTGCCCGGGGCA 
GC^GCAGCCCTGCCCCA(^CCTCCTCTCACTCCCC^GCCTGGGCCCATCTCCCTGCTTTGGTCTTGCCCC 
ATCACTGCGCCACTGCTCCGTGGAGGAGGTTGGGAGGGGGTTGGGGTGGTTGAGGCTAAGTTGGGATCTA 
GGAGAGGAGAACCAGATTCTATCCTCATCTTTTTTTGGTT 

45 GCCCTCCCTTCTCCCTGGATCTACCTGGAGGGAAGAGTGGAGGTGGATTCCGAGTGGTGACAGGACGCTG 
ACCGTGGAGCTTAAGCCACTGCCTCTCCCTCTGGTCCCACAAATGGGCGCCCCCCCCTCCCCATGCAGGT 
GGTGTCGGGCCCTTCTTGCTGCCCTGCCCCAAGTTGGGGGTCAGTGCTGCCTGTCCCCATGCTTAACATA 
CCCGCCTAGCTGCTGTCACATTTTTCTTGTTTTGTCCTT 

AAATAGTTCTGCAGGTTGAAGCCATGTCTACATGAAAGTCCTCAGTAAGTGTTAGAGGGAACAGGGCGGA 
50 GATATCCTTATGCCACCCCCGCTGGAGGATGTGGGCAGCTTAGGGCCCTGGAGGCGGTGCGGCAGGGAAG 
AGGGGTGCAGAGGCTGTGGCTGGTGAGCCGGTCAGGCACACAAGGGGCCCTTGGAGCGTGGACTGGTTGG 
TTTTGCCATTTTGTTGTGTGTATGCTGCTTTTCTTTTCTAACCAAGAGGCTGGTTTTGGCATCTCTGTCC 
CATTCCCTGGGATCTGGTGGTCAGCCCTAGGATAAAAAGCCAGGGCTGGAGAACAAGAAAGGGCCAGGAG 
ATGAATTC 

55 

SEQIDNO:176 

>gi| 14195630 |ref|NP_H2245.l| microtubule-associated protein 4, isoform 4 
[Homo sapiens] 

MADLSLADALTEPSPDIEGEIKRDFIATLEAEATO^ 
60 SQIEDTPSSKPTLLANGGHGVEGSDTTGSPTEFLEEKMAYQEYPNSQNWPEDTNFCFQPEQVVDPIQTO 
FKMYHDDDIiADLVFPSSATADTSIFAGQITOPLKDSY^ 
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PS KETEMALAKDMALATKTEVALAKDME S PTKLDVTXiAKDMQP SME SDMALVKDMEIjPTEKEVAIjVKDVR 
WPTETDVS S AKNWLPTETE VAP AKD VTLLKETERAS P I KMDIiAP S KDMGPPKENKKETERAS P I KMDLA 
PSKDMGPPKEircCIVPAKDLVI,Ii^^ 

KDKALPLEAEVAPVKDMAQLPETEIAPAKDVAPSTVK^^ 
5 KNVCLPPENffiVALTEDQVPALOT 

SEDSHLESLQDVGQSAAPTFMISPETITGTGKKCSLPAEEDSVLEKLGERKPCNSQPSELSSETSGIARP 
EEGRPVVSGTGNDITTPPNKELPPSPEKKTKPLATTQPAKTSTSf^^ 

SLASGLVPAAPPKRP AVAS ARP S I LPS KD VKPKPIADAKAPEKRAS PSKPASAPASRSGSKSTQTVAKTT 
TAAAVASTGPSSRSPSTLLPKICPTAIKTEGKPAEVKKMTAKSVPADLSRP 
10 AGVVPSRVKATPMPSRPSTTPFIDKKPTSAKPSSTTPRLSRJbAT^ 
GRVQIQNKKTOISKVSSKCGSKANIKHKPGGGDV^^ 

GGSEAPLCPGPPAGEEPAISEAAPEAGAPTSASGLNGHPTLSGGGDQREAQTIiDSQIQETN 

SEQDDNO:177 

15 NEDD5 

>GL3_21C_2_M13F Direction: sense 

CTCATAAGACGAAGCTTCACAAAAGATGTCTAAGCAACAGCCAACT 

ATGTTGGATTTGCAAACCTCCCCAGAATCAAGTTCACCGAAAATCAGTGAAAAAAGGTTTATGAGTTCACACTGA 
TAGGTGNGTCGGTGAATCAGGTCTAGGACAACATCGACTCTCATAAACNAGCCTATTCCTAACTGATCTGTACCC 
20 AGAAAGAGTCATACCTGAGTAGCAGCAGGTAATAAACATTGAAAGGAACTGTCGAGATTGAGGCTTCAAACTGT^ 
GACAATTGAAGAGCGAGGGGTCAATG 

SEQIDNO:178 

>GL3_21C__2jyil3R Direction: anti- sense 
25 CTTGACCCCTCGCTCTTCAATTTCAACATGTTGAAGCCTCAAATCCTGGGACAGGTTCTTTCAATTTTTTCTTGC 
TGCGTCCAGGTATGACTCGTTTCTGGGTACAGATCAGTTAGGAATAGGCTGNTTATGAGAGTCGATATTTCCTAG 
ACCTGATTCAC CGACCACC ATCAGTTGTGAACTCATAAAC CTTTTTTCACTGATTTTTCGGTGAACTTGATTGGG 
GAGGTTTGCNAATTNCCACATAGCCCGGTGTTNTCTGGATTTATAAAGCTGAGTTGGCTGTTGCTATACGGACCT 
CTATATTTGTGAAGCTTCGTCTTATGAG 

30 

SEQIDNO:179 . 

>GL3_21C_3_M13F Direction: anti -sense 

CTTGANCCCTCGCTCTTCAATTTCAACAGTTGAAGCCTCAATCTGGACAGTTCTTTCAATTTTTTCTGCTGCTCC 
AGGTATGACTCTTTCTGGGTACAGATCAGTTAGGAATAGGCTGTTTATGAGAGTCGATTTTCCTAGACCTGATTC 

35 

ACCGACCACCATCAGTGTGAACTCAAAACCTTTTTTCACTGATTTTCGGTGAACTTGATTGGGGAGGTTTGCAAA 

TCCAACATAGCCAGGTGTTTCTGGATTTATAAACTGAGTTGGCTGTTGCTTAGACATCTTTTGTGAAGCTTCGTC 
TTATGAG 

SEQIDNO:180 
40 >GL3_21C_3JV113R Direction: sense 

CTCATAAGACGAAGCTTCACAAAAGATGTCTAAGC^^C^^ 

TGTTGGATTTGCAAACCTCCCCAATCAAGTTCACCGAAAATCAGTGAAAAAAGGTTTTGAGTTCACACTGATGGT 

GGTCGGTGAATCAGGTCTAGGAAAATCGACTCTCATAAACAGCCTATTCCTAACTGATCTGTACCCAGAAAGAGT 

CATACCTGGAGCAGCAGAAAAAATTGAAAGAACTGTCCAGATTGAGGCTTC^CTGTTGAAATTGAAGAGCGAGG 
45 GGTCAAG 

SEQDDNO:181 

>GL3_21C_PCR_G3F1 Direction: sense 

CTCA.TAAGACGAAGCTTC^CAAAAGATGTCTAAGCAACAGCCAACTCAGT^ 

50 

TGTTGGATTTGCAAACCTCCCCATCAAGTTCACCGAAATCAGTGAAAAAAGGTTTTGAGTTCACACTGATGTGGT 
CGGTGAATCAGGTCTAGGAAAATCGACTCTCATAAACAGCCTATTCCTAACTGATCTGTACCCGAAAGAGTCATA 
CCTGAGCAGCAGAAAAAATTGAAAGAACTGTCCAGATTGAGGCTTCAACTGTTGAAATTGAAGAGCGAGGGGTCA 
AG 

55 SEQIDNO:182 

>GL3_21K_PCR__G3F1 Direction: sense 

CTC^TAAGACGAAGCTTCACAAAAGATGTCTAAGCAACAGC 

TGTTGGATTTGCAAACCTCCCCAATCAAGTTCACCGAA 

GGTCGGTGAATCAGGTCTAGGAAAATCGACTCTCATAAACAGCCTATTCCTAACTGATCTGTACCCAGAAAGAGT 
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CATACCTGGAGCAGCAGAAAAAATTGAAA^ 
GGTCAAG 

SEQIDNO:183 

5 >gi|4758157|ref |NM_004404.l| Homo sapiens neural precursor cell expressed, 
developmentally down- regulated 5 (NEDD5) , mRNA 

CCCAGCTCGGTGCTGCCGCCATCTTCTTGGAGGACAGGAGGAGAGGCGAAGGCTCCCCCTCCCCGTGATC 
GCTCCGCACTCCCGCCACCACCTGCCCTCCCGCGACCGCCTCTCTCCTCCTCAGTGGGCACTTGTCTCCT 
TCTAACAAACGGCCTTCCCCCCACTCCAGTTACCCACCGC^ 
1 0 CTTATAAGCATAAGAAAACCGAGCTCATAAGACGAAGCTTCACAAAAGATGTCTAAGCAACAGCCAACTC 
AGTTTATAAATCCAGAAACACCTGGCTATGTTGGATTTGCAAACCTC 

AGTGAAAAAAGGTTTTGAGTTCACACTGATGGTGGTCGGTGAATCAGGTCTAGGAAAATCGACTCTCATA 
AACAGCCTATTCCTAACTGATCTGTACCCAGAAAGAGTCATACCTGGAGCAGCAGAAAAAATTGAAAGAA 
CTGTCCAGATTGAGGCTTCAACTGTTGAAATTGAAGAGCGAGGGGTCAAGCTACGCCTGACAGTGGTAGA 

1 5 TACCCCTGGCTATGGTGACGCTATCAACTGCAGAGATTGTTTTAAGACAATTATCTCCTATATTGA 

CAATTTGAGAGGTACCTGCATGACGAGAGCGGCTTGAACAGGCGGCACATCATTGATAATAGGGTGCATT 
GTTGCTTTTACTTTATTTCACCTTTTGGACATGGACTTAAGCCCTTAGATGTGGCGTTTATGAAGGCAAT 
ACACAACAAGGTGAATATTGTGCCTGTCATTGCAAAAGCTGACACTCTCACCCTGAAGGAACGGGAGCGG 
CTGAAGAAAAGGATTCTGGATGAAATTGAAGAACATAACATCAAAATCTATCACTTACCTGATGCAGAAT 

20 CAGATGAAGATGAAGATTTTAAAGAGCAGACTAGACTTCTCAAGGCTAGCATCCCATTCTCTGTGGTTGG 
ATCCAATCAGTTGATTGAAGCCAAAGGAAAGAAGGTCAGAGGCCGCCTCTACCCCTGGGGTGTTGTGGAA 
GTGGAGAACCCAGAGCACAATGACTTTCTGAAGCTGAGAACCATGCTCATCACCCACATGCAGGATCTCC 
AGGAGGTGACCCAGGACCTTCATTATGAAAACTTCCGTTCTGAGAGACTCAAGAGAGGCGGCAGGAAAGT 
GGAGAATGAGGACATGAATAAAGACCAGATCTTGCTGGAAAAAGAAGCTGAGCTCCGCCGCATGCAAGAG 

25 ATGATTGCAAGGATGCAGGCGCAGATGCAGATGCAGATGCAGGGCGGGGATGGCGATGGCGGGGCTCTCG 
GGCACCACGTGTAAGGTGATGTGCACATATCAAGAAGTCAGAGAAAAC^CTTTCCTGGATAAAAAAGAAA 
ACATTCCAGATGCATGATCCAGCTGTGTGTTTTCAATCCTTGGGAGGGTGCCATCCACATTTTAACAGTA 
CCTGTGCCTGAGAATTTAATTTTTAAAAGACTTTGATGTGTTTTTGTATGAAGTACTTTTAACGTATGTA 
TTTCATTGCTGTGTCACACTCTGTGTTTTGTGAGGTGAATGTCTTCCTTTTCTTTCTCCCTAACCACTAA 

30 

TGTTAGAATTGATTTCCAAGAATCGGC^TGTATACTTAATACTGAATTTCTTTGATTTAACTGACTTAAC 
AACTGACTAACCATTGATGAGCACTCCTGA1TTTTATCTAGAACATTCAGATTTACCATAATGTTCCTTA 
GTGGTAGAGGTGTGTGCCTAGTGATGTAGAAAGATACACTGACTTGGTGCAAGGCCATCTGCTTACCACA 
TCACACCACTTGGAGATCTTTGCTTCCTTGCTTTTATGTTTGTACACAACACCTAAAACCAGTTTTGCTG 
CTATAATTCTATACTGTTGATTCGTCTGCGATTTTATCTGTTAACCAAATAAAACATAATAGAATTTCCT 

35 AATGAGATATATCTTTATACTTAAACAGCTTTTTTAGAGGTGAGTTTTAAAGAAGTCTCTTAATTCTGAT 
GCTAGGTTGTTTTTAAAACCACTATGCAAAGAACTCACCACAAGCCACCTTTTGTAGTGTTCTCCACTAA 
TACTGGTTATCCTGTGCTACAGAGAAAATCAAAGCAGTCATAAGCTCCAGTTTTCCGTATTGCAAATAAG 
ACTCTTACCTACAAAATGAGATTCCAGTGAACTAATTTGGTTTTTACTCAACCAAATTAAAAATTTTTTT 
AAGGAAAATTAGCAGTTGGTCTATTCAGAATCAAACCTTTTTATATTTTATACTGCACTTTAGTGTATTT 

40 TCTGTCACTGTAGGTATAGAAGATCTGCCTCCCCTGTGGAAATTGGGGTCTGTTGGTGGGCTTGCCCCTG 
AAGCCTGGCTTGGGTTGAAAAGTGTTCCCGCCCTAAGGCCTTGGTGCCCTGAACCTCTGATGCCTACCGG 
GTTCTCCTGATTTGAGTTTCCTTTAAATACTCCCTTTTTGAGTAATTTTCTGATGGGAGGAAAGTAGCAG 
TCATCATCTTTTTGTGTGCAGGCTGTCTCATTTATTTTTAGCCATTGTCGTTTCATTCATTTTGTGTAAT 
ATAAACCGTGTGTCATGTCAAAGTGAAAGACATTTCAAATCTGTAGCATAGGCTAGTGGGCAGGTCCGCA 

45 

CAGTCGAAGCCACACCTGGTCTGTTTTCTGTGCACTGTAGCCTTAGTGTCACCTTTCTTGTTGTGTCTCC 
TTATGGTACACTCCAGCGGTTGCCTTTTTTATCATTTCTACTGAAGTTGGGA7VATTCAACCCCAGAAATT 
GACAGATGAAAGGAGACAATGGTTGTGTAGGGAGATGGAGAAAATGCTTAATCTGAGGATGAGACAGGGT 
TTTTTCATTTTTGTGGGGGCTAGAAAAAACATAAAATGAGGCAGTTAAATAATAATAGTTAATGAAGGTG 
TGCTACAGAAAATAATCTGGTGTTCTTGCTAACTTTGCCCTTCACTGTTGCTTAATTGTGAACAGCCAAA 

50 

AGCTATATGTTATGGCTTATTGTGTGAAGGTAACTAAGAAGTGGTGTTCCATGACTTCAGAGTACATCCA 
TGCGGAGTCCATTATTTGAGTTTGACATTTAATAACTTTGCTGGAAAATCTGTAAAAAAGAAAAACAAGT 
TTGCTAGTGACTAAGCCCCGCATATGTGAGTGAAAGTACTTCAGGCACGCTGCCTCCTGGTAACAGCTAT 
GCAGGGAGGGAGGACCCACACTGCTACACTTCTGATCCCCTTTGGTTTTACTACCCAAATCTAAATAGAT 
ACTTTTGATAATAGATAACTGCTCTTTTACTAAGACATAGTCTCTACCTATAGAAATGTATTTTGAAAAC 

55 

ACTTATTTTACACAGC^TTTTGTATCCATTTAAACTAACCTTTTATC^TAAAGCACTATTGTTTAGAT 
ATT 

SEQIDNO:184 

>gi|4758158 |ref |NP_004395 . 1 | neural precursor cell expressed, 
60 developmentally down- regulated 5 [Homo sapiens] 
MSKQQPTQFINPETPGYVGFAl^PNQvHRKSvTCKGFEFT^ 
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AAEKIERTVQIEASTVEIEERGVKLRLTVV^ 
IIDNRWCCFYFISPFGHGLKPLDVAFMKAIHNKVNIW^ 
YHLPDAESDEDEDFKEQTRLLKASIPFSWGSNQLIElAiCGKKVR 
ITHMQDLQEVTQDIiHYENFRSERLKRGGRKVENED 
5 DGDGGALGHHV 

SEQK>NO:185 

Novel (breast cancer antigen; tyrosine/serine/threonine kinase) 
>G3_3_29_PCR_G3F1 Direction: N/A 

10 CAGGGGGTGCTGAAGGCCCTCGAACTACATCCACCACATGGGATATC^ 

CCTGATCTCTGTGGATGGGAAGGTCTACCTGTCTGGTTTGCGCAGCAACCTCAGCATGATAAGCCATGGGCAGGG 
GCAGCGAGTGGTCCACGATTTTC C CAAGTAC AGTGTC AAGGNTTCTGC CGTGGCTCAGCCCCGAGGTCCTCCAGC 
AGAATCTCCAGGGTTATGATGCCAAGTCTGACATCTACAGTGTGGGAATCACAGCCTGTGAACTGGCCAACGGCC 
ATGTCCCCTTTAAGGATATGCCTGCCACCCAGATGCTGCTAGAGAAACTGAACGGCACAGTGCCCTGCCTGTTGG 

15 ATACCAGCACCATCCCTGCTGAGGAGCTGACCATGAGCCCTTCGCGCTCAGTGGCCAACTCTGGCCTGAGTGACA 
GCCTGACCACCAGCACCCC 

SEQIDNO:186 

>GL3_1.36_A2_M13F Direction: N/A 

20 CAGGGGGTGCTGAAGGCCCTCGACTACATCCACCACATGGGATATGTACACAGGAGTGTCAAAGCCAGCGACATC 
CTGATCTCTGTGGATGGGAAGGTCTACCTGTCTGGTTTGCGGAGCAACCTCAGCATGATAAGCCATGGGCAGCGG 
CAGCGAGTGGTCCACGATTTTCCCAAGTACAGTGTCAAGGTTCTGCCGTGGCTCAGCCCCGAGGTCCTCCAGCAG 
AATCTCCAGGGTTATGATGCCAAGTCTGACATCTACAGTGTGGGAATCACAGCCTGTGAACTGGCCAACGGCCAT 
GTCCCCTTTAAGGATATGCCTGCCACCCAGATGCTGCTAGAGAAACTGAACGGCACAGTGCCCTGCCTGTTGGAT 

25 ACCAGCACCATCCCTGCTGAGGAGCTGACCATGAGCCCTTCGCGCTCAGTGGCCAACTCTGGCCTGAGTGACAGC 
CTGACC 

SEQIDNO:187 

>GL3_1 . 36_A2_M13R Direction: anti- sense 

30 CAGAGGCTCAGAACTCCCAATCGTCCACCTCCAGCTCTTCCAGGTTTGTTACCAGGCCAAAGATTCCACTGTGGT 
CCTGAGACTGGCTGCCCTCAAAATTGGTGATGGGGGTGACAGGACGAAGCAATTCGGGCAAAGCCTCTGAGGCAC 
GTCGCTTGATCTGGGGGAGAAGAGAGAGGTGGGTGACAGATCCTGTTGCTCTGGGTCCCAGNACACCATGGGGCA 
AGGAACCATGGCCTGNTGGCAGACGGGCTGTCGGAGCCAACTCCATGAGAGGAAGGAGCAGTGTCTTTCAGGGGC 
TTCGGAAGNGGGGTAGTTTCTCTCATTCAAAANGAGGGGAGAGAAANCTGGCATCCGGGTTGCGCTGAAGGCACT 

35 GCTCCACAAAGTGGTGGAAGTGGGGGGAGAAGGTTCGGTGGTAGGGGTGGGAGGGCGAGTCACCGTAGGNGGGCC 
GGGGGGTGCTG 

SEQIDNO:188 

>GL3_1.36_B2J413F Direction: N/A 

40 CAGGGGGTGCTGAAGGCCCTCGACTACATCCACCACATGGGATATGTACACAGGAGTGTCAAAGCCAGCCACATC 
CTGATCTCTGTGGATGGGAAGGTCTACCTGTCTGGTTTGCGCAGCAACCTCAGCATGATAAGCCATGGGCAGCGG 
CAGCGAGTGGTCC^CGATTTTCCCAAGTACAGTGTCAAGGTTCTGCCGTGGCTCAGCCCCGAGGTCCTCCAGCAG 
AATCTCCAGGGTTATGATGCCAAGTCTGACATCTACAGTGTGGGAATCACAGCCTGTGAACTGGCCAACGGCCAT 
GTCCCCTTTAAGGATATGCCTGCCACCCAGATGCTGCTAGAGAAACTGAACGGCACAGTGCCCTGCCTGTTGGAT 

45 ACCAGCACCATCCCTGCTGAGGAGCTGACCATGAGCCCTTCGCGCTCAGTGGCCAACTCTGGCCTGAGTGNCAGC 
CTGACCAACAG 

SEQBDNO:189 

>GL3_1 . 36JB2_ M13R Direction: anti -sense 
50 CAGAGGCTCAGAACTCC CAATCGTC CACCTCCAGCTCTTCCAGGTTTGTTAC C AGGCCAAAGATTCCACTGTGGT 
CCTGAGACTGGCTGCCCTCAAAATTGGTGATGGGGGTGACAGGACGAAGCAATTCGGGCAAAGCCTCTGAGGCAC 
GTCGCTTGATCTGGGGGAGAAGAGAGAGGTGGGTGACAGATCCTGTTGCTCTGGGTCCCAGGACACCATGGGGCA 
AGGAACCATGGCCTGGTGGCAGACGGGCTGTCGGAGCCAACTCCATGAGAGGAAGGAGCAGTGTCTTTCAGGGGC 
TTCGGAAGCGGGGTAGTTTCTCTCATTCAAAAGGAGGGGAGAGAAAGCTG 

55 

SEQIDNO:190 

>GL3_1.36_B3_M13F Direction: anti -sense 

CAGAGGCTCAGAACTCCCAATCGTCCACCTCCAGCTCTTCCAGGTTTGTTACCAGGCCAAAGATTCCACTGTGGT 
CCTGAGACTGGCTGCCCTCAAAATTGGTGATGGGGGTGACAGGACGAAGCAATTCGGGCAAAGCCTCTGAGGCAC 
60 GTCGCTTGATCTGGGGGAGAAGAGAGAGGTGGGTGACAGATCCTGTTGCTCTGGGTCCCAGGACACCATGGGGCA 



50 



WO 2004/019893 



'CT/US2003/027523 



AGGAACCATGGCCTGGTGGCAGACGGGCTGTCGGAGCCAACTCCATGAGAGGAAGGAGCAGTGTCTTTCAGGGGC 
TTCGGAAGCGGGGTAGTTTCTCTCATTCAAAAGGAGGGGAG 
GCTCCAGAAAGTGGTGGAAGTGGGGGGAGAAGGTTCGGTGGTAGGGGTC 
GGGGGGTGCTGGTGGTCANGCTGTCACTCA^ 
5 CANCAGGGATGGTGCTGGTATCCAACAGGCAGGGCACT 

GGCATATCCTTAAAGGGGACATGGCCGTTGGCCACTCACAGGCCTGT 

SEQIDNO:191 

>GL3__1.36_B3_M13R Direction: sense 

10 CAGGGGGTGCTGAAGGCCCTCGACTACATCCACCACATGGGATATGTACACAGGAGTGTCAAAGCCAGCCACATC 
CTGATCTCTGTGGATGGGAAGGTCTACCTGTCTGGTTTGCGCAGCAACCTCAGCATGATAAGCCATGGGCAGCGG 
CAGCGAGTGGTCCACGATTTTCCCAAGTACAGTGTCAAGGTTCTGCCGTGGCTCAGCCCCGAGGTCCTCCAGCAG 
AATCTCCAGGGTTATGATGCCAAGTCTGACATCTACAGTGTGGGAATCACAGCCTGTGAACTGGCCAACGGCCAT 
GTCCCCTTTAAGGATATGCCTGCCACCCAGATGCTGCTAGAGAAACTGAACGGCACAGTGCCCTGCCTGTTGGAT 

15 ACCAGCACC^TCCCTGCTGAGGAGCTGACC^TGAGCCCTTCGCGCTCAGTGGCCAACTCTGGCCTGAGTGACAGC 
CTGACCACCAG 

SEQIDNO:192 

>GL3_1.36_B4_M13F Direction: anti-sense 

20 CAGAGGCTCAGAACTCCCAATCGTCCACCTCC^ 

CCTGAGACTGGCTGCCCTCAAAATTGGTGATGGGGGTGACAGGACGAAGCAATTCGGGCAAAGCCTCTGAGGCAC 
GTCGCTTGATCTGGGGGAGAAGAGAGAGGTGGGTGACAGATCCTGTNGCTGTGGGTCCCAGGACACCATGGGGCA 
AGGAACCATGGCCTGGTGGCAGANNGACTGTCATAGCCAACNCCATGAGAGGAAGGAGCAGTGTCTTTCAGGGGC 
TTCGGAAGCGGGGTAGTTTCTCTCATTCAAAAGGAGGGGAGAGAAAGCTGGCATCCGGGTTGCGCTGAAGGCACT 

25 GCTCCACAAAGTGGTGGAAGTGGGGGGAGAAGGTTCGGTGGTAGGGGTGGGAGGGCGAGTCACCGTTGGAGGGCC 
GGGGGGTGCTGGTGGTCAGGCTGTCACTCANGCCAGAGTTGGCCACTGACCGCGAAGGGCTCATGGTCAGTTCCT 
CANCAGGGATGGTGCTGGTA 

SEQIDNO:193 

30 >GI>3_1.36_B4_M13R Direction: sense 

CAGGGGGTGCTGAAGGCCCTCGACTACATCCACCACATGGGATATGTACACAGGAGTGTCAAAGCCAGCCACATC 
CTGATCTCTGTGGATGGGAAGGTCTACCTGTCTGGTTTGCGCAGCAACCTCAGCATGATAAGCCATGGGCAGCGG 
CAGCGAGTGGTCGACGATTTTCCCAAGTAC^GTGTCAAGGTTCTGCCGTGGCTCAGCCCCGAGGTCCTCCAGCAG 
AATCTCCAGGGTTATGATGCCAAGTCTGACATCTACAGTGTGGGAATCACAGCCTGTGAACTGGCCAACGGCCAT 

35 GTCCCCTTTAAGGATATGCCTGCCACCCAGATGCTGCTAGAGAAACTGAACGGCACAGTGCCCTGCCTGTTGGAT 
ACCAGCACCATCCCTGCTGAGGAGCTGACCATGAGCCCTTCGCGCTCAGTGGCCAACTCTGGCCTGAGTGACAGC 
CTGACCACCAGCACCCCCC 

SEQIDNO:194 

40 >GL3_10.04_PCR_G3F1 Direction: N/A 

CAGGGGGTGCTGAAGGCCCTCGACTACGTCCACCACATGGGATATGTACACAGGAGTGTCAAAGCCAGCCACATC 
CTGATCTCTGTGGATGGGAAGGTCTACCTGTCTGGTTTGCGCAGCAACCTCAGCATGATAAGCCATGGGCAGCGG 
CAGCGAGTGGTCCACGATTTNCCCAAGTACAGTGTCAAGGTTCTGCCGTGGCTCAGCCCCGAGGTCCTCCAGCAG 
AATCTCCAGGGTTATGATGCCAAGTCTGACATCTACAGTGTGGGAATCACAGCCTGTGAACTGGCCAACGGNCAT 

45 GTCCCCTTTAAGGATATGCCTGCCACCCATATGCTGCTAGAGAAACTGAACGGCACAGTGCCCTG 

SEQIDNO:195 

>GL3_3 ,29_A_M13F Direction: N/A 

CAGGGGGTGCTGAAGGCCCTCGACTACATCCACCACATGGGATATGTACACAGGAGTGTCAAAGCCAGCCACATC 
50 CTGATCTCTGTGGATGGGAAGGTCTACCTGTCTGGTTTGCGCAGCAACCTCAGCATGATAAGCCATGGGCAGCGG 
CAGCGAGTGGTCCACGATTTTCCCAAGTACAGTGTCAAGGTTCTGCCGTGGCTCAGCCCCGAGGTCCTCCAGCAG 
AATCTCCAGGGTTATGATGCCAAGTCTGACATCTACAGTGTGGGAATCACAGCCTGTGAACTGGCCAACGGCCAT 
GTCCCCTTTAAGGATATGCCTGCCACCCAGATGCTGCTAGAGAAACTGAACGGCACAGTGCCCTGCCTGTTGGAT 
ACCAGCACCATCCCTGCTGAGGAGCTGACCATGAGCCCTTCGCGCTCAGTGGCCAACTCTGGCCTGAGTGACAGC 
55 CTGACCACCAGCACCC 

SEQE)NO:196 

>GL3J3 .29_A_M13R Direction: anti-sense 

CAGAGGCTCAGAACTCCCAATCGTCCACCTCCAGCTCTTC CAGGTTTGTTAC CAGGCCAAAGATTCCACTGTGGT 
60 CCTGAGACTGGCTGCCCTGAAAATTGGTGATGGGGGTC 
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GTCGCTTGATCTGGGGGAGAAGAGAGAGGTGGGTGACAGATCCTGT^ 
AGGAACC^TGGCCTGGTGGCAGACGGGCTGTCGGAGCCAACTCCATGAGAGGAAGGA^ 

TTCGGAAGCGGGGTAGTTTCTCTCATTCAAAAGGAGGGGAGAGAAAGCTGGCATCCGGGTTGCGCTGAAGGCACT 
GCTCCACAAAGTGGTGGAAGTGGGGGGAGAAGGTTCGGTGGTAGGGGTGGGAGGGCGAGTCACGGTTGGAGGGCC 
5 GGGGGGTGCTGGTGGTCAGGCTGTCACTCAGGCCAGAGTTGGCCACTGAGCGCGAAGGGCTCATGGTCAGCTCCT 
CAGCAGGGATGGTGCTGGTATCCAACAGGCAGGGCACTGTGCCGTTCAGTTTCTCTAGCAGCATCTGGGTGGCAG 
GCATATCCTTAAAGGGGACATGGCCGTTGGCCAGTTCACAGGCTGTGATTCCCACACT 

SEQIDNO:197 

10 >GL3_3 .29_B_M13F Direction: N/A 

CAGGGGGTGCTGAAGGCCCTCGACTACATCCACCACATGGGATATGTACACAGGAGTGTCAAAGCCAGCCACATC 
CTGATCTCTGTGGATGGGAAGGTCTACCTGTCTGGTTTGCGCAGCAACCTCAGCATGATAAGCCATGGGCAGCGG 
CAGCGAGTGGTCCACGATTTTCCCAAGTACAGTGTCAAGGTTCTGCCGTGGCTCAGCCCCGAGGTCCTCCAGCAG 
AATCTCCAGGGTTATGATGCCAAGTCTGACATCTACAGTGTGGGAATCACAGCCTGTGAACTGGCCAACGGCCAT 

15 GTCCCCTTTAAGGATATGCCTGCCGCCCAGATGCTGCTAGAGAAACTGAACGGCACAGTGCCCTGCCTGTTGGAT 
ACCAGCACCATCCCTGCTGAGGAGCTGACCATGAGCCCTTCGCGCTCAGTGGCCAACTCTGGCCTGAGTGACAGC 
CTGACCACCAGCACCC 

SEQIDNO.198 

20 >GL3_3 .29JB_M13R Direction: anti-sense 

CAGAGGCTCAGAACTCCCAATCGTCCACCTCCAGCTCTTCCAGGTTTGTTACCAGGCCAAAGATTCCACTGTGGT 
CCTGAGACTGGCTGCCCTCAAAATTGGTGATGGGGGTGACAGGACGAAGCAATTCGGGCAAAGCCTCTGAGGCAC 
GTCGCTTGATCTGGGGGAGAAGAGAGAGGTGGGTGACAGATCCTGTTGCTCTGGGTCCCAGGACACCATGGGGCA 
AGGAACCATGGCCTGGTGGCAGACGGGCTGTCGGAGCCAACTCC^TGAGAGGAAGGAGCAGTGTCTTTCAGGGGC 

25 

TTCGGAAGCGGGGTAGTTTCTCTCATTCAAAAGGAGGGGAGAGAAAGCTGGCATCCGGGTTGCGCTGAAGGCACT 
GCTCCACAAAGTGGTGGAAGTGGGGGGAGAAGGTTCGGTGGTA 

SEQIDNO:199 

>GL3 3.29 C M13F Direction: N/A 

30 

CAGGGGGTGCTGAAGGCCCTCGACTACATCCACCACATGGGATATGTACACAGGAGTGTCAAAGCCAGCCACATC 
CTGATCTCTGTGGATGGGAAGGTCTACCTGTCTGGTTTGCGCAGCAACCTCAGCATGATAAGCCATGGGCAGCGG 
CAGCGAGTGGTCCACGATTTTCCCAAGTACAGTGTCAAGGTTCTGCCGTGGCTCAGCCCCGAGGTCCTCCAGCAG 
AATCTCCAGGGTTATGATGCCAAGTCTGACATCTACAGTGTGGGAATCACAGCCTGTGAACTGGCCAACGGCCAT 
GTCCCCTTTAAGGATATGCCTGC(^CCCAGATGCTGCTAGAGAAACTGAACGGCAC^GTGCCCTGCCTGTTGGAT 
35 ACCAGCACCATCCCTGCTGAGGAGCTGACCATGAGCCCTTCGCGCTCAGTGGCCAACTCTGGCCTGAGTGACAGC 
CTGACCACCAGCACC 

SEQIDNO:200 

>GL3 3.29 C M13R Direction: anti-sense 

40 

CAGAGGCTCAGAACTCCCAATCGTCCACCTCCAGCTCTTCCAGGTTTGTTACCAGGCCAAAGATTCCACTGTGGT 
CCTGAGACTGGCTGCCCTCAAAATTGGTGATGGGGGTGACAGGACGAAGCAATTCGGGCAAAGCCTCTGAGGCAC 
GTCGCTTGATCTGGGGGAGAAGAGAGAGGTGGGTGACAGATCCTGTTGCTCTGGGTCCCAGGACACCATGGGGCA 
AGGAACCATGGCCTGGTGGCAGACGGGCTGTCGGAGCCAACTCCATGAGAGGAAGGAGCAGTGTCTTTCAGGGGC 
TTCGGAAGCGGGGTAGTTTCTCTCATTCAAAAGGAGGGGAGAGAAAGCTGGCATCCGGGTTGCGCTGAAGGCACT 
45 GCTCCACAAAGTGGTGGAAGTGGGGGGAGAAGGTTCGGTGGTAGGGGTGGGAGGGCGAGTCACCGTTGGAGGGCC 
GGGGGGTGCTGGTGGTCAGGCTGTCACTCAGGCCAGAGTTGGCCACTGAGCGCGAAGGGCTCATGGTCAGCTCCT 
CAGCAGGGATGGTGCTGGTATCCAACAGGCAGGGCACTGTGCCGTTCA 

SEQ ID NO:201 

50 >GL3_3 .29JD_M13F Direction: N/A 

CAGGGGGTGCTGAAGGCCCTCGACTACATCCACCAC^TGGGATATGTACACAGGAGTGTCAAANCCAGNCACATC 
CTGATCTCTGTGGATGGGAAGGTCTACCTGTCTGGTTTGCGCAGCAACCTCAGCATGATAAGCCATGGGCAGCGG 
CAGCNAGTGGTCCANGANN 

55 SEQ ID NO:202 

>gi | 20559344 | ref | XM_044379 . 3 J Homo sapiens similar to serologically defined 
breast cancer antigen NY-BR-96 (IiOC92335) , mRNA 

GCGGCGCGGCAGTAAAACTGAGGAGGCGGAGCCAAGACGGTCGGGGCTGCTTGCTAACTCCAGGAACAGG 
TTTAAGTTTTTGAAACTGAAGTAGG CCTACACAGT^ CAGAG 
60 CGAATCAGGCGGTGGGTCTCGGAAAAGTTCATTGTTGAGGGCTTAAGAGATTTGGAACTATTTGGAGAGC 
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AGCCTCCGGGTGACACTCGGAGAAAAACCAATGATGCGAGCTCAGAGTCAATAGCATCCTTCTCTAAACA 
GGAGGTCATGAGTAGCTTTCTGCCAGAGGGAGGGTGTTACGAGCTGCTCACTGTGATAGGCAAAGGATTT 
GAGGACCTGATGACTGTGAATCTAGCAAGGTACAAACCAACAGGAGAGTACGTGACTGTACGGAGGATTA 
ACCTAGAAGCTTGTTCCAATGAGATGGTAACAT^ 

5 C(^TCCCAATATCGTGCCATATCGAGCC^CTTTTATTGCAGACAATGAGCTGTGGGTTGTCACATCATTC 
ATGGCATACGGTTCTGCAAA&GATCTCATCTGTACACACOT 

CTTACATCCTGCAGGGGGTGCTGAAGGCCCTCGACTACATCCACCACATGGGATATGTACACAGGAGTGT 
CAAAGCCAGCCACATCCTGATCTCTGTGGATGGGAAGGT^ 

ATGATAAGCCATGGGCAGCGGCAGCGAGTGGTCCACGATTTTCCCAAGTACAGTGTCAAGGTTCTGCCGT 

10 GGCTCAGCCCCGAGGTCCTCC^GCAGAATCTCCAGGGTTATGATGCCAAGTCTGACATCTACAGTGTGGG 
AATCACAGCCTGTGAACTGGCCAACGGCCATGTCCCCTTTAAGGATATGCCTGCCACCCAGATGCTGCTA 
GAGAAACTGAACGGCACAGTGCCCTGCCTGTTGGATACCAGCACCATCCCCGCTGAGGAGCTGACCATGA 
GCCCTTCGCGCTCAGTGGCCAACTCTGGCCTGAGTGACAGCCTGACC^CCAGC^CCCCCCGGCCCTCCAA 
CGGTGACTCGCCCTCCCACCCCTACCACCGAACCTTCTCCCCCC^CTTCCACCACTTTGTGGAGCAGTGC 

15 CTTCAGCGCAA.CCCGGATGCCAGGCCCAGTGCCAGCACCCTCCTGAACCACTCTTTCTTCAAGCAGATCA 
AGCGACGTGCCTCAGAGGCTTTGCCCGAATTGCTTCGTCCTGTCACCCCCATCACCAATTTTGAGGGCAG 
CCAGTCTCAGGACCACAGTGGAATCTTTGGC CTGGTAACAAACCTGGAAGAGC TGGAGGTGGACGATTGG 
GAGTTCTGAGCCTCTGCAAACTGTGCGCATTCTCCAGCCAGGGATGCAGAGGCCACCCAGAGGCCCTTCC 
TGAGGGCCGGCCACATTCCCGCCCTCCTGGGCAGATTGGGTAGAAAGGACATTCTTCCAGGAAAGTTGAC 

20 TGCTGACTGATTGGGAAAGAAAATCCTGGAGAGACACTTCACTGCTCCAAGGCTTTTGAGACACAAGGGA 
ATCTCAACAACCAGGGATCAGGAGGGTCCAAAGCCGACATTCCCAGTCCTGTGAGCTCAGGTGACCTCCT 
CCGCAGAAGAGAGATGCTGCTCTGGCCCTGGGAGCTGAATTCCAAGCCCAGGGTTTGGCTCCTTAAACCC 
GAGGACCGCCACCTCTTCCCAGTGCTTGCGACCAGCCTCATTCTATTTAACTTTGCTCTCAGATGCCTCA 
GATGCTATAGGTCAGTGAAAGGGCAAGTAGTAAGCTGCCTGCCTCCCTTCCCTCAGACCTCTCCCTCATA 

25 ATTCCAGAGAAGGGCATTTCTGTCTTTTTAAGCACAGACTAAGGCTGGAACAGTCCATCCTTATCCCTCT 
TCTGGCTTGGGCCCTGACACCTAAGTCTTTCCCACGGTTTATGTGTGTGCCTCATTCCTTTGCCACCAAG 
AATCCATCTTAGCGCCTCCTGCCAGCTGCCCTGGTGCTTTCTCCAAGGGCCATCAGTGTCTTGCCTAGCT 
TGAGGGCTTAAGTCCTTATGCTGTGTTAGTTTCGTTGTCAGAA 

30 SEQ ID NO:203 

>gi | 14770985 | ref |XP_044379 . 1 | similar to serologically defined breast 

cancer antigen NY-BR-96 [Homo sapiens] 

MSFLVSKPERIRRWSEKFIVEGLRDLEL^ 

LLTVIGKGFEDLMTVNLARYKPTGEYVTVR^ 
35 NELWVVTSFMAYGSAKDIiICTHFMDGl^^ 

LSGLRSNLSMISHGQRQRVVHDFPKYSVKVLPWLSPEVLQQNLQGYDAKSDIYSVGITACE 

DMPATQMLLEKLNGTVPCLLDTSTIPAEELTMSPSRSVANSGLSDSLTTSTPRPSNGDSPSHPYHRTFSP 

HFHHFVEQCLQRNPDARPSASTLI^SFFKQIKRRASEALP 

LEELEVDDWEF 

40 

SEQIDNO:204 

Novel (chromosome 1) 

>GL2_4 6A_B12_G3F1 Direction: sense 

ATCTACATGAGGTCCTGTAGATTGAGCAACTTTGGCTATTTGGGTAGCTGATCCACTGCCAAGCTGGCTCCCAGC 
45 TACCACCTGTTACTTTGACAACTCTAGCTTCAGGGCT^^ 

CAAAGTCTCCAGAGGCATAAGCTCGAATCCCCCAGAGAGCTCGCACTAGCATTCTTCTCCCTTTCTAGTAGTACT 
TTTATGGGGGGGAGTTATTCTTCCCGACAAAAGTGA 

CCCCGGTTCTTCTCCCAAAAATTTNGGGGGGGCCCCCGTTTNTCCCCCGGGCGACGGGGGCGGGNGGGCCCGCCC 
CCCAAAACCACAANGGNGGTGTGTTCCCTCTGAAAGCTCNNACAJ^ 

50 TGAATACCGCCCGAAGATAGGNCGCCCGAAAAAGAGCCAACCCNNGAAAAGAGAGATTTTTATATAGAGGAAGCA 
AAAACGAAANGANAGCGGTTTTTTTTTTTTTGTCCNGCCAACAACATGGGGGGCCC 
TTTTGTTTTTTAAACJ\ATCGACTTTTTTTTTCCCCCCGTGTATTTA 
GGGGGNGCGTGTATTATATA^TTATTC^ 
TATTATTGTG 

55 

SEQIDNO:205 

>GL2-30-CON-TOPO Direction: sense 

ATCTACATGAGGTCCTGTAGATTGAGCAACTTTGGCTATTTGGGTAGCTGATCCACTGCCAAGCTGGCTCCCAGC 
TACCACCTGTTACTTTGACAACTCTAGCTTCAG 

60 CAAAGTCTCCAGAGGCATAAGCTCCAACCCCCAGAGAGCTCCACAGGATTCTTCTCCTTCTAGTAGTACTTTTGG 
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TTTCCACKSAAAATCATCTCATGCTCGC^ 

CTAGTTGTATGGAGTGATTCAAAATACTAGTTCCGAAAGAAGTTTC^^ 
TTGCTAATTTTTCCATAAATTGAAAGCCTT 

5 SEQ ID NO:206 

>GL2_46AJB07_G3F1 Direction: N/A 

ATCTACATGAGGTCCTGTAGATTGAGCAACTTTGGCTATTTGGGTAGCTGATCCACTGCCAAGCTGGCTCCCAGC 
TACC^CCTGTTACTTTGACAACTCTAGCTTCAGGGGGCTACCAGGACC^TTTGCA 

CTCAAAGTCTCCAGAGGCATAAGCTCCAACCCCCAGAGAGCTCC^CAGCATTCTTCTCCTTCTAGTAGTACTTTT 
10 GGTTTCC^GGAAAATCATCTCATGCTCGGGCCACAGTGACAGTCCTGACCAGC^^ 
TTCTAGTTGTATGGAGTCATTCAA^TACTAGTTCCGAAAGAAGTTTG^ 
ACCTTTGCTAATTTTTC 

SEQIDNO:207 
15 >GL2_46A_B08_G3F1 Direction: sense 

ATCTACATGAGGTCCTGTAGATTGAGCAACTTTGGCTATTTGGGTAGCTGATCCACTGCCAAGCTGGCTCCCAGC 
TACCACCTGTTACTTTGACAACTCTAGCTTCAGGGCTACCAGGACCATTTGCAAAACTTACACCCACAGAAAACT 
CAAAGTCTCCAGAGGCATAAGCTCCAACCCCCAGAGAGCTC<^^^ 

TTTCCAGGAAAATCATCTCATGCTCGGGCCACAGTCACAGTCCTGACCAGCACCATAGAAATTTCAGCCATT 

20 

SEQ ID NO:208 

>GL2_46A_B10_G3F1 Direction: sense 

ATCTACATGAGGTCCTGTAGATTGAGCAACTTTGGCTATTTGGGTAGCTGATCCACTGCCAAGCTGGCTCCCAGC 
TACCACCTGTTACTTTGACAACTCTAGCTTCAGGGGCTACCAGGACCATTTGCAAAACTTACACCCACAGAAAAC 
25 TCAAAGTCTCCAGAGGCATAAGCTCGW^CCCCCAGAGAGCTCCACAGCATTCTTCTCCTTCTAGTAGTACTTT 
GTTTCCAGGAAAATCATCTCATGCTCG 

TCTAGTTGTATGGAGTCATTCAAAATACTAGTTCCGAAAGAAGTTTCAAAGGTCCAACGCCGAGCATCTTTTACC 
TTTGCTAATTTTTCCATAAATTGAAAGCCTT 

30 SEQ ID NO:209 

>GL2_46A_B11_G3F1 Direction: N/A 

AATCTACATGAGGTCCTGTAGATTGAGCAACTTTGGCTATTTGGGTAGCTGATCCACTGCCAAGCTGGCTCCCAG 
CTACCACCTGTTACTTTGACAACTCTAGCTTCAGGCTACAGGACATTTGCAAAACTTACACCCACAGAAAACTCA 
AAGTCTCGAGAAGCATAAGCTCCAAACCCCAGANAGCTCCAAGATTCTTCTCCTTCTAGTAGTACTTTTGGTTTC 
35 CAGGAAAATCATCTCATGCTCGGGCCACAGTCACAGTCCTGACCAGCACGATAGAAATTTCAGCATTATTCTAGT 
TGTATGTGAGTCCTTCCAAATACTAGTTCCGAAAGAAGTTTCCAAGGTCCAACGCCGAGCATCTTTTACNTTGGT 
AATTTTTCCCTAAATTGAAAGCCTTCCGCAGAAACCAGCACAGTGGTTAGATAGATAAA 

SEQIDNO:210 

40 Clone 3 0 -Novel (Chromosome 1) > 

ATCTACATGAGGTCCTGTAGATTGAGCAACTTTGGCTATTTGGGTAGCTGATCCACTGCCAAGCTGGCTCCCAGC 
TACCACCTGTTACTTTGACAACTCTAGCTTC^GGGCTACCAGGACCATTTGCAAAACTTACACCCACAGAAAACT 
CAAAGTCTCCAGAGGCATAAGCTCCAACCCCCAGAGAGCTCCACAGCATTCTTCTCCTTCTAGTAGTACTTTTGG 
TTTCCAGGAAAATCATCTCATGCTCGGGCCACAGTCACAGTCCTGACCAGCACCATAGAAATTTCAGCCATTATT 

45 CTAGTTGTATGGAGTCATTCAAAATACTAGTTCCGAAAGAAGTTTCAAAGGTCCAACGCCGAGCATCTTTTACCT 
TTGCTAATTTTTCCATAAATTGAAAGCCTT 

SEQIDNO:211 
Novel (chromosome 3; h40) 
50 >GIi2_46B_C03_G3Fl Direction: N/A 

GCGTCGCTCGGCGTTAGCCAAGGCCCGGGCGGCGCCACCCTCCGGGGGCACTAGGTCTGGGGCCGCAGTGCCCCC 

CCATAGGCACACACGAGNGAAAGCGCCAATGGGCCTGGGTTTTT^ 

AAC^CAACGGGCAAACTTGTACAATTTTTGTGGGGANCAACAACCGGGAGACA^ 

CAAAAAAANAAACCAACGACGCGACGAAAGCGCGTGGTGTTTGTGCNGAATACTT'^ 
55 GCGCCTCTCGCTTGTGCCGCCCCCTTCTCCCCAAANGGGGGGCGGCGCTGTTTTTTCCCCAACACGGGCGTGGGG 

CCCAAAAAAAATTGTGGGCGCCCAAAGAAAAAATATTTTAATAAAACAGAGGCGGCCCCCC^ 

TNTGGGGGAACAGGAAACCAACACAACGACAACACGGCGCTGGCGGCAACAAGCAAAC^ 

ACGGGCGGAAAGAAACCACACGGGCGAAACGACTTTTATAACAAACACTTTC 

ACAACCAAAATGGGCGCCCCCCCCCNCCGAGGGGGCCCACAAAGGN^ 
60 AGAGAGCGCCCGCAAAACAACC^CGkAAAAAAGGGGAGGAGTTTG 
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AAACACGGGCNACGAAAACATCATTTTATAAATAGGGCAGGC^^ 
CAC^GNTGGCCTCTGGGGGTTTGGTGTGTGTGCT^ 

AAAAGACACCTGTTTTATAAAAGAGGAGNGTATl^CCNCCTTTTTGTGGGTGCGA 
NGATNTATCCCACTCTTTTGGTGGTGC^ 

SEQIDNO:212 

>GL2_46B_C01_G3F1 Direction: N/A 

GCGTTGCTCGGCGTTAGCCAAGGGCCCGGGCGGCGCCACCCTCCGGGGGCACTAGGTCTGGGGCCGCAGTGCCCA 
GNCAC7VGAGCAGCGTTTATCTGGGACGAAGATGAATGGAAAGAATT 
10 TCANGGGTTCAGGCGAATGCAAATAAGCACGTGAAAAGGAAGAAGACGATAATGAAAAGCCGCAGAAACCAG 
AGTGGTTAGAT 

SEQ ID NO:213 

>GL2_46B_C02J33F1 Direction: sense 
15 CAAGCCGGTGCAGCGGTTGTC^GTGTGCTGGGTCT 

CCCTCCGGGGGGGGGGCCACTAGGTCTGGGGCCGCAGTGCCCAGCACAGAGCAGCGGTTTATCGGGACGAAGAAT 
GAATTGGAAAGAATTGGAGCAAAAAGAGGTTGATAACAGCGGCCTCAGGGGTT^ 

AAAAGGAAGAAGACGATAATGAAAAGCCGCAGAAACCAGCACAGTGGTTAGATAGATAAAGCGGGCGCTCGACTA 
GTCTGAGGTCTGATA 

20 

SEQIDNO:214 

>GL2_46B_C04_G3F1 Direction: N/A 

GCGTGCTCGGCGTTAGCCAATGCCCGGGCGGCGCCACCTCCGGGGGCACTAGGTCTTGGGGCCGCAGTGCCCAGC 
AGAGAGCAGCGTTTATCGGGACGAAGATGAATGGAAAGAATTGGAGCAAAAAGAGGTTGATTACAGCTGGCCTCA 
25 GGGGGTTCAGGCAATGCAAATAAGCAGTGAAAAGGAAGAAGAC 

SEQIDNO:215 

>GL2_46B i _C05_G3Fl Direction: sense 

GCGTCGCTCGGCGTTAGCCAAGGCCCGGGCGGCGCCACCCTCCGGGGGCACTAGGTCTGGGGCCGCAGTGCCCAG 

30 

CACAGAGCAGCGTTTATCGGGACGAAGATGAATGGAAAGAATTGGAGCAAAAAGAGGTTGATTACAGCGGCTCAG 
GGGTTCAGGCAATGCAAATAAGCAGTGAAAAGGAAGAAGACGATAATGAAAAG 

SEQIDNO:216 

>GL2 46B COS G3F1 Direction: sense 

35 

GCGTCGCTCGGCGTTAGCCAAGGCCCGGGCGGCGCCACCCTCCGGGGGCACTAGGTCTGGGGCCGCAGTGCCCAG 
CACAGAGCAGCGTTTATCGGGACGAAGATGAATGGAAAGAATTGGAGCAAAAAGAGGTTGATTACAGCGGCCTCA 
GGGGTTCAGGCAATGCAAATAAGCAGTGAAAAGGAAGAAGACGATAATGAAAAG 

SEQIDNO:217 
40 >GIi2_95_l_M13R Direction: anti-sense 

CTTTTCATTATCGTCTTCTTCCTTTTCACTGCTTATTTGCATTGCCTGAACCCTGAGGCCGCTGTAATCAACCTC 
TTTTTGCTCCAATTCTTTCCATTCATCTTCGTCCCGATAAACGCTGCTCTGTGCTGGGCACTGCGGCCCCAGACC 
TAGTGCCCCCGGAGGGTGGCGCCGCCCGGGCCTCGGCTAACGCCGAGCGACGC 

45 SEQIDNO:218 

Clone 95 -Novel (Chromosome 3/ H41) > 

GCGTCGCTCGGCGTTAGCCAAGGCCCGGGCGGCGCCACCCTCCGGGGGCACTAGGTCTGGGGCCGCAGTGCCCAG 
CACAGAGCAGCGTTTATCGGGACGAAGATGAATGGAAAGAATTGGAGCAAAAAGAGGTTGATTACAGCGGCCTCA 
GGGGTTCAGGCAATGCAAATAAGCAGTGAAAAGGAAGAAGACGATAATGAAAAG 

50 

SEQIDNO:219 

Novel ( chromosome 17 ) 

>GL2_147_1_M13F Direction: anti-sense 
CTTGCCATTCCACTCCAGCCTGGGCAACGAGAGCGAAACTCTGTCT 
5 5 ACCTCCGACCAGGTTAAATAAATAATTAACATTTTG^ 
ATAAATATATGATAGGATATTTTACATTTGATC^ 
GTTGTAGGTGCTGGGAATTCAGCAGTGAAGAAAA 

ACTGTCAATAAGCAATATACACATTGACTAAATGATAGATAATGCCCAGTAATGTGGCAAGTTTTATGGAAAAAT 
AAATCAGGATAAAAGGATAAGAGTGATATGGGGATTCTCTTAGTTAGGGTAGATAAGGAAGGCCTCTTA 
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GAGGCAC^TAAATATCTGATCATCTAATGAGAGAAGGAGCAACATGGGATTTCTAGAGGGAAACTATCCTAGAAA 
GA 

SEQ ID NO:220 

5 >GL2_147_2_M13F Direction: sense 
CTGCTTCTCTTCTAGGATAGTTTCCC^ 

GTGCCTCCTTAGCTAAGAGGCCTTCCTTATCTACCCTAACTAAGAGAATCCCCATATC^CTCTTATCCTTTTATC 
CTGATTTATTTTTCCATAAAACTTGCCACATTACTGGGCATTATCTATCATTTAGTAATGTGTATATTGCTTA 
GACAGTCTTCCCTACTATAATATGAGCTCCATGAGGCAGA 
1 0 TACAACAAGCCTACTCACTAAACATTTGTTGAATTAATCTTCAGGATACATCAAATGTAAAAA 
TAlTTATTGATGTGATGCATAGGAAAATGTCTGGAAGGGTACA^ 

GGGAGGTGGATTATTTCTTTCCTTTTCTTTCTTTTTGAGACCAGAGTTTCCGCATCTTCGTTGCCCCAGGCTGGG 
AGTGGAAATTGGGCAAAGCCCGCAGAAACCCCAAGCAACAAGTGGGTTTAGATAGNATCAAAGCGGGCCGCTCGA 
CTTAANTCCTTGAAGGTCTGATTACTCAACCTGACTTGTCAGAAA 

15 

SEQIDNO:221 

>GI,2_147_2_M13R Direction: anti-sense 

CTTGCCATTCCACTCCAGCCTGGGCAACGAGAGCGAAACTCTGTCTCAAAAAGAAAAGAAAAGGAAAGAAAA 
ACCTCCCACCAGGTTAAATAAATAATTAACATT^ 

20 

ataaatatatgataggatattttacatttgatgtatcctgaagattaattcaacaaatgtttagtgagtaggctt 
gttgtaangtgctgggaattc^gcagtgaacaaaacaaagtctctgcctcatggagctcatatt 
gactgtcaataagcaatatacacattactaaatgatagataatgcccagtaatgtggcaagttttatggaaaaat 
taatcaggataaaggataagagtgatatggggattctcttaattagggtagatnaggaagggctctttagctnaa 
ggaag caacataaatat ctgatc attttaaaangggaaggaacgaaaaagggg aaagccaaaacacaaatggggg 
25 acaatttataccttacgaaaagggggaaaaaaccataaaatcccctaaggaaacanaaaagcaaaag™ 
ccagcaaaaacaa 

SEQ ID NO:222 

>GL2_147_3_M13F Direction: anti-sense 
30 CTTGCCATT CCACTC CAGCCTGGGCAACGAGAGCGAAACTCTGTCTCAAAAAGAAAAGAAAAGGAAAGAAAAACC 
ACCTCCCACCAGGTTAAATAAATAATTAACATTTTC 

ATAAATATATGATAGGATATTTTACATTTGATGTATCCTGAAGATTAATTCAACAAATGTTTAGTGAGTAGGCTT 
GTTGTAGGTGCTGGGAATTCAGCAGTGAACAAAACAAAGTCTCTGCCTCATGGAGCTCATATTATAGTAGGGAAG 
ACTGTCAATAAGCAATATACACATTACTAAATGATAGATAATGCCCAGTAATGTGGCAAGTTTATATGGAAAAAT 
35 AAATCAGGATAAAAGGATAAGAGTGATATGGGGATTCTCT 

SEQ ID NO:223 

>GL2_147_3_M13R Direction: sense 

CTGCTTCTCTT CTAGGATAGTTTCC CTCTAGAAATCCATGTTGCTCCTT CTCTCATTAAATGATC AGATATTTAT 
40 GTGCCTCCTTAGCTAAGAGGCCTTCCTTATCTACCCTAACTAAGAGAATCCCCATATCACTCTTATCCTTTTATC 
CTGATTTATTTTTCCATAAAACT^^ 

GACAGTCTTCCCTACTATAATATGAGCTCCATGAGGCAGAGACTTTGTTTTGTTCACTGCTGAATTCCCAGCACC 
TACAACAAGCCTACTCACTAAACATTTGTTGAATTAATCTTCAGGATACATCAAATGTAAAATATCCTATCATAT 
ATTTATTGATGTGATGCATAGGAAAATGTCTGGAAGGGTACATACCAAAATGTTAATTATTTATTTAACCTGGTG 
45 GGAGGTGGTTTTTCTTTCCTTTTCTTTTCTTTTTGAGACAGAGTTTACGCTCTCGTGTGCCCAGGCCTGGAGTGG 
AATGGCAAGCCGCAGAANCCAGCACAGTGGTTANGATNAATTAAAGCGGGCNAGTCCAATAAGTCTGAAGGCTGA 
AACACACACACAGAGACGGTCACAAAGGGCGAAATNC^ 
GNATNGAGAAGGGGACCAAATGGCCAAAGANGAGCGAT 

50 SEQIDNO:224 

>GL2_147_4_M13F Direction: sense 

CTGCTTCTCTTCTAGGATAGTTTCCCTCTAGAAATCCATGTTGCTCCTTCTCTCATTAAATGATCAGATATTTAT 
GTGCCTCCTTAGCTAAGAGGCCTTCCTTATCTACCCTAACTAAGAGAATCCCCATATCACTCTTATCCTTTTATC 
CTGATTTATTTTTCCATAAAACTTGCCACATT^ 

55 GACAGTCTTCCCTACTATAATTATGAGCTCCATGAGGCAGAGACTTTGTTTTGTTCACTGCTGAATTCCCAGCAC 
CTACAACAAGCCTACTCACTAAACATTTGTTGAATTA 
TATTTATTGATGTGATGCATAGGAAAATGTCTGGA^ 
GGGAGGTGGTAA 
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SEQ ID NO:225 

>GL2_147_1_ M13R Direction: sense 
CTGCTTCTCTTCTAGGATAGTTTCCCTCTAGAAAT^ 
GTGCCTCCTTAGCTAAGAGGCCTTCCTTATCTACC^ 
5 CTGATTTATTTTTCCATAAAACTTGCC^CATTACT^ 

GACAGTCTTCCCTACTATAATATGAGCTCGATGAGGCAGAGACTTTGTTTTGTTCACTGCTGAATTC 
TACAACAAGCCTACTCACTAAACATTTGTTGAATTAATCTTCAGGATACATCAAATGTAAAATATCCTATCATAT 
ATTTATTGATGTGATGCATAGGAAAATGTCTGGAAGGGTACATACCA2\AATGTTAATTATTTATTTAACCTGGTG 
GGAGGTGGTTTTTCTTTCCTTTTCTTTNCTTATTGAGACAGAGTTTCGCTCTCGTTG 
10 TGGC^GCCGGC AGGAACCCAAGACAACAAGGAGGTTAAGATCAGAATAAAAGACGGGGAC CGC ATC C AGAAAC 

SEQIDN6:226 

>GL2_JL47__4_M13R Direction: anti-sense 

CTTGCCATTCCACTCCAGCCTGGGCAACGAGAGCGAAACTCTGGTCTCAAAAAGAAAGGAAAAGGAAAGAAAAAC 
1 5 CACCTCCCACCAGGGTTAAATAAATAATTAAGM 

TCAATAAATATATGATAGGATATTTTACATTTGATGT^ 

CNTGTTAGTAGGTGCTGGGAATTCAGCAGTGAACAAAACAAAGTCTCTGCCTCATGGAGCTCATATTATAGTAGG 
GAAGACTGTCAATAAGCAATATACACATTACTAAATGATAGATAATGCCCAGTAATGTGGCAAGTTTTATGGAAA 
AATNAATCAGGATAAAAGGATAAGAGTGATATGGGGATTCTNCTTAGATTAGGGTAGATAAAGGAANGCCTCTTA 
20 GNCTNAAGAGGCCACATAAACAAAATCAATTCCTTGGGAAAATCCAAN^ 
ANAGGCGGACGG 

SEQIDNO:227 

Clone 147 - Novel (Chromosome 17) > 

25 CTGCTTCTCTTCTAGGATAGTTTCCCTCTAGAAATCCATGTTGCTCCTTCTCTCATTAAATGATCAGATATTTAT 
GTGCCTCCTTAGCTAAGAGGCCTTCCTTATCTACCCTAACTAAGAGAATCCCCATATCACTCTTATCCTTTTATC 
CTGATTTATTTTTCCATAAAACTTGCCACATTACTGGGCATTATCTATCATTTAGTAATGTGTATATTGCTTATT 
GACAGTCTTCCCTACTATAATATGAGCTCCATGAGGCAGAGACTTTGTTTTGTTCACTGCTGAATTCCCAGCACC 
TAC^CAAGCCTACTCACTAAAC^TTTGTTC 

30 ATTTATTGATGTGATGCATAGGAAAATGTCTGGAAGGGTAGATACCAA 

GGAGGTGGTTTTTCTTTCCTTTTCTTTTCTTTTTGAGACAGAGTTTCGCTCTCGTTGCCCAGGCTGGAGTGGAAT 
GGCAAG 

SEQIDNO:228 
35 Novel (chromosome 8) 

>GL1_41_2_G3F1 Direction: sense 

GCTTGCAAAGGAGAGGCTGTGACTACCAAGGTCGTGTCAACAACTGAATGGCTGAAATACCCAAACTTGCCCATG 
CAAATGGGCTTGGGTCTCTCCTGGCAGCCGCCTTTGAAGGCTCTAGACTTATCTGTGAACTCCTTTTTTGAGAGG 

40 GCTAATGCCTGAGCTCCTGCCCTTTCTATGCAGTGAGGGTCAAGATCCTCAGCTAGTGTTTGAGGGAACTGGTGT 
AACCTGGGTCTCTCATTTTCTACCATCCAAGTTGCC 

SEQ ID NO:229 

>GL1_41_2_G3R1 Direction: anti-sense 
45 GGCAACTTGGATGGTAGAAAATGAGAGACCCAGGTTACACCAGGTTCCCTCAAACACTAGCTGAGGATCTTGACC 
CTCACTGCNTAGAAAGGGCAGGAGCTCAGGCATTAGCCCTCCCTTCTCACTCTCACTCTCTGGCAAAAAAGGTAT 
GAGGAGAGTCAAAGAATAAACCACTAGTTGGAAAGACCCTCTCAAAAAAGGAGTTCACAGATAAGTCTAGAGCCT 
TCAAAGGCGGCTGCCAGGAGAGACCCAAGCCCATTTGCATGGGCAAGTTTGGGTATTTCAGCCATTCAGTTGTTG 
ACACGACTTGGTAGTCACAGCCTCTCCTTTGCAAGC 

50 

SEQIDNO:230 

>GL1_41_3_G3F1 Direction: sense 

GCTTGCAAAGGAGAGGCTGTGACTACCAAGTCGTGTC^^CAACTGAATGGCTGAAATACCCAAACTTG 
AAATGGGCTTGGGTCTCTCCTGGCAGCCGC^ 
55 TCTTTCCAACTAGTGGTTTATTCTTTGA 

CTAATGCCTGAGCTCCTGCCCTTTCTATGCAGTGAGGGTCAAGATCCTCAGCTAGTGTTTGAGGGAACTGGTGTA 
GCCTGGGTCTCTCATTTTCTACCATCCAAGTTGCC 
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SEQIDNO:231 

>GL1_41_3_G3R1 Direction: N/A 

GGCAACTTGGATGGTAGAAAATGAGAGACCCAGGCTACACCAGNTO 
CTCACTKX1ATAGAAAGGGCAGGAGCTCAGGCATTAGC 
5 GAG^AGAGTCAAANAATAAACCACTANTTGGANAGACCC 
TCAAAGGCGGCTGCCAGGAGAGAC 

SEQIDNO:232 
Nove 1 ( chr omo s ome 8 ) > 
1 0 GCOTGCAAAGGAGAGGCTGTGACTACCAAGTCGTGTGAACAA 

A^TGGGCTTGGGTCTCTCCTGGCAGCCGCCTTTGAAGGCTCTAGACTTATCTGTGAACTCCTTTTTTGAGAGGG 
TCTTTCCAACTAGTGGTTTATTCTTTGACTCTCCTCATACCTTTTTTGCCAGAGAGTGAGAGTGAGAAGGGAGGG 
CTAATGCCTGAGCTCCTGCCCTTTCTATGCAGTGAGGGTCAAGATCCTCAGCTAGTGTTTGAGGGAACTGGTGTA 
ACCTGGGTCTCTCATTTTCTACCATCCAAGTTGCC 

15 

SEQ ID NO:233 

Nove 1 ( chr omo s ome 9 ) 

>GL2-49-5M13R Direction: anti-sense 

CTGGCCGCACGCAGCTCTTTTCCTGGGGATCCCAGATGGTTGTGCGCTGGGGGCCTGGCGGAGGTCCGAGTCGGG 
20 TTGGATGGCTGTGTCCGTCGCCATGTTTGTGTGGTGCCTGGCCCCGTGGTCCCATGTTCTGGCAGCTTCTGGCTC 
CAGCCTCAGCCTGTAGTGGGGTGTTACGTGGTAGNGAGTGCGGTAGCTGGGGGCCTGCAGTGGGGTAGGTCAGTG 
GTAGGAGTGCAGNTAGCATAGAAGTTANAAAGGTTACTAGTAGAGAC 

TGACCTGATGGNTACNACCCTGACAGGCCGCAGAAACCAGACACACTGGAGCCACCGACTGACACAACGGGCCNT 
GGGNACGGACGTCCAATNGCGTATGANTACCANGACAGTCAGGANCCCCAAATGACCCGGAAGCAGGAAACGGGG 

25 

CAGAAAAAANCAATAGCCAAGGAATAGTCACANGGTCGACANAACCTGNGC^ 

AATGCACANTACATAAGAAGGGGGGGGG CACNCCACAAAAGATATGCCGGGCGACGC CAGATAAGATAAGGGACT 
AGGGAAGGAGTCCGGGNAAANATGTAACGAAAGAGTATCGAACCAATGGAGGGNCGCCGGGTACCCGNGCGNAAG 
GACAAACAANAAGCAGGCATCCGGACTGGGAACCAATGGGGGGGAAAGAAGCAGCGCC C CCATGGGGANAGGGAT 
GTAAANCCACAACAACACGTGTNAAACG 

30 

SEQIDNO:234 

>GL2-49-4M13F Direction: N/A 

AATTGAANTTACACTCACTATAGGGCGAATTGGGCCTCTAGATGCATGCTCGAGCGGCCGCCAGTGTGATGGAAT 
ATCTGCAGAATTCGCCCTTCTCTCGGCATGGACGAGCTGTACAAGGAGGAGGCCGCAAGGCCGGTGGCAGCGGTG 

35 

GCTCCAAGTGGTGGCCTTGGGGGTTCTTGCGGCTGCAGGGAGACCACAGGCAGGTGCCCACCTAAGAGGGACAGC 
CACAGAAACCCTCTAACCTCAGCACTGCACTCCACCACGAACACCCCACGCAGGCCCTCAGGCAACCCGGCAACC 
TTCCAAACCAACGGAAC ACCCCACACAGGCTGAGGCTGGAGCCAGAAGC CGC CAGAACATGGGACCACAGGGCCA 
GGCACCACACAAACATGGCGACGGACACAGCCAATCCAAACCCCCGGAAAAACCGATTTCCT 
ACCGCCCCAGTTTTCCACCCCGGGAGAGCGCC CCAAAAGGGGGGGGGNACAC C CACCCACNCACCCCAAAGGGGN 

40 

CGCAGGGGCCAAACAGCAGAAANCCCCGAANTTCCCTTGCGGGGGGAATTCGCCGCGCCCAAAGGGGAACNAGCA 
AGGAAGGCCATTGCCGGTTGCCGGGCCCAAGCACCGCCAGGAACAGCGCGCAAGGCGAC 

SEQ ID NO:235 

>GL2-49-lM13F Direction: sense 
45 CTGCAGGGAGACCACAGGCAGGTGCCCACCTAAGAGGGACAGCCACAGAAACGCTCTAACCTCAGCACTGCACTC 
CACCACGACCACCCCACGCAGGCCCTCAGCACCGCACTCCACCACGAACACCCCACACAGGCTGAGGCTGGAGCC 
AGAAGCTGCCAGAACATGGGACCACAGGGCCAGGCACCACACAAACATGGCGACGGACACAGCCATCCAACCCGA 
CTCGGACCTCCGCCAGGCCCCCAGCGCACAACCATCTGGGATCCCCAGGAAAAGAGCTGCGTGCGGCCAG 

50 SEQIDNO:236 

>GIj2-49-1M13R Direction: anti-sense 

GCTGGCCGCACGCAGCTCTTTTCCTGGGGATGCCAGATGGTTGTGCGCTGGGGGCCTGGCGGAGGTCCGAGTCGG 
GTTGGATGGCTGTGTCCGTCGCC^TGTTTGTGTGGTGC^^^ 

CCAGCCTCAGCCTGTGTGGGGTGTTCGTGGTGGAGTGCGGTGCTGAGGGCCTGCGTGGGGTGGTCGTGGTGGAGT 
55 GCAGTGCTGAGGTTAGAGGGTTTCTGTGGCTGTCCCTCTTAGGTGGGCACCTGCCTGTGGTCTCCCTGCAG 

SEQ ID NO:237 

>GL2-49-2M13F Direction: sense 

CTGCAGGGAGACCACAGGCAGGTGCCCACCTAAGAGGGACAGCCACAGAAACCCTCTAACCTCAGCACTGCACTC 
60 CACCACGACCACCCCACGCAGGCCCTCAGCACCGC^CT 
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AGAAGCTGCCAGAACATGGGAC CACAGGGC CAGGCAC CAC AC AAACATGGCGACGGACACAG CCATCCAACCCGA 
CTCGGACCTCCGCCAGGCCCCGAGCGGACAACCATCTC 

SEQ ID NO:238 

5 >GL2-49-2M13R Direction: N/A 

CIX^CCGCACGCAGCTCTTTTCCTGGGGATCCCAGATGGTTGTGCGCTGGGGGCCTGGCGGAGGTCCGAGTCGGG 
TTGGATGGCTGTGTCCGTCGCCATGTTTGTGTGGTGCCT<^ 

CAGCCTCAGCCTGTGTGGGGTGTTCGTGGTGGAGTGCGGTGCTGAGGGCCTGCGTGGGGTGGTCGTGGTGGAGTG 
CAGTGCTGAGGTTANAGGGTTTCTGTGGCTGTC^ 
1 0 AAACCCANCACACTGGAGCCACCGCTG 

SEQIDNO:239 

>GL2-49-4M13R Direction: N/A 

CTGGCCGCACGCAGCTCTTTTCCTGGGGATCCCAGATGGTTGTGCGCTGGGGGCCTGGCGGAGGTCCGAGTCGGG 
15 TTGGATGGCTGTGTCCGTCGCCATGTTTGTGTGGTGCCTGGCCCTGTGGTCCCATGTTCTGGCGGCTTCTGGCTC 
CAGCCTCAGCCTGTGTGGGGTGTTCGTGGTGGAGTGCGGTGCTGAGGGCCTGCGTGGGGTGGTCGTGGTGGAGTG 
CAGTGCTGAGGTTAGAGGGTTTCTGTGGCTGTCCCTCTTAGGTGGGCACCTGCCTGTGGTCTCCCTGCAG 

SEQIDNO:240 

20 >GL2_72_G07_G3F1 Direction: N/A 

CTGCAGGGAGACCCGCAGGCAGGTGCCCACCTAAGGGGGACAGCTACAGAAACCCTCTAACTCAGCACTGNACTC 
CACCACGACACCCCACGCAGGCCCTCAGCACCGCACTCCACCACGAACAACCCACACAGGCTGAGTGCTGGAGCC 
AGAAGCTGGCAGAACATGGGACCACAGGGGCC^GGCACCACACAAAGATGGCGACGGACACAGGC^ 
ACTCGGACCTCCGCCAGGNCCCCAGCGCACAAACATCTGGGATCCCCAGGAAAAGAGCTGCGTGCGGGCAGCGCA 

25 GAAACCAGCACAGTGGTTAGATATGATTAAGCGGGCGNGTCGANTAATCTGAGGTCTGATACTCACTGACTGTCG 
TAAGGGNGAATTCGCGGGCGCGTAAATTCAATTCGGCCTATAGTGAGTCGTATTACAATTCACTGGGCGGCGTTT 
TACAACGTCTGTGACTGGGAAAAACCTGNGCGTTATCCAACTTAATCTGNGCTTGGAGAATTTCCCTTTTGCAGA 
CTGGGCGTAATAACGAAAAAGGGNCCGAA 

30 SEQIDNO:241 

>GL2_72_G08_G3F1 Direction: sense 

CTGCAGGGAGACACAGGCAGGTGCCCACCTAAGAGGGACAGCCACAGAAACCCTCTAACCTCAGCACTGCACTCC 
ACCACGACCACCCCACGCAGGCCCTCAGCACCGCACTCCACCACGAACACCCCACACAGGCTGAGGCTGGAGCCA 
GAAGCTGCCAGAACATGGGACCACAGGGCCAGGCACCACACAAACATGGCGACGGACACAGCCATCCAACCC 
35 TCGGACCTC CGCC AGGCC CCCAG CGCACAACCATCTGGGATCCC CAGGAAAAGAGCTGCGTGCGGCCAG 

SEQIDNO:242 

>GL2_72_G09_G3F1 Direction: sense 

CTGCAGGAGACCGCAGGCAGGTGCCCACCTAAGGGGGACAGCTACAGAAACCCTCTAACCTCAGCACTGCACTCC 
40 ACCACGAACACCCCACGCAGGCCCTCAGCACCGCACTCCACCACGAACACCCCACACAGGCTGAGGCTGGAGCCA 
GAAGCTGGCAGAACATGGGACCACAGGGGCCAGGCACCACACAAACATGGCGACGGACACAGCCATCCAACCCGA 
CTCGGACCTCCGCCAGGCCCCCAGCGCACAACATCTGGGATCCCCAGGAAAAGAGCTGCGTGCGGCAG 

SEQIDNO:243 

45 >GL2_95_2B10_G3F1 Direction: sense 

CTGCAGGAGACACAGGCAGGTGCCCACCTAAGAGGGACAGCCACAGAAACCCTCTAACCTCAGCACTGCACTCCA 

CC^CGACCACCCCACGC^GGCCCTCAGCACeGC^CTCCACCACGAACACCCCACACAGGCTO 

AAGCTGCCAGAACATGGGACCACAGGGCCAGGCACCACACAAACATGGCGACGGACACAGCCATCCAACCCGACT 

^ CGGACCTCCGCCAGGCCCCCAGCGCACAACCATCTGGGATCCCCAGGAAAAGAGCTGCGTGCGGCCAG 

SEQIDNO:244 

>GL2_95_2B11_G3F1 Direction: sense 
CCGCAGTGGAGACACAGGCAGGTGCCCACCTAAGAGGGACAGCCAC^ 

CACCACGACACCCACGCAGGCCCTCAGACCGCACTCCACCACGAAAAACCCACACAGGCGTGAGGCTGGAGCCAG 
55 AAGCTGCCAGAACATGGGANCAGAGGGNCAGGCGACCAC^CAAACATGGCGACGTGACACAGGCATCCAAAC 

CATCGGACTCCGCAGGGCCCCAGCGCACAAACATACTGGGATCCCCACGGAAAAGAGCTGCGTGCTGGGCAGNAG 

CGC^AGAAACCAGCACAGCTGGTTAGAGTAC^GATAAANACGGGCGCGTCGCACGTAAANCTGAAAAAGGTC 

AGTATAATCAACATGTANACTGNTT 
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SEQIDNO:245 

>GL2-49-5M13F Direction: sense 
CTGCAGGGGAGACCACAGGCAGGTGCCC 

CCACCACGANCACCCC^CGCAGGCCCCCAGCACCGCACTCCACC^CGAAACACCCCi^ 
5 GCCAGAAGCTGGCO^GAACATGGGACCAACGNGCGGGNCCCCAACGa^GGGCGGGCCCT^^ 

AAACCC CAAAAGAAGNNGCGCAAATT ATGCAGAC CAGGAAACCAGATGAAAACAAACCAAAGGCGACC AAAT AC C 

CCAAAANANCACCGCNCAGGAAAGGATACACGCGGGGA 

GACCCNCGACCNACGNGCAGGGGCACCGGCCAGCAGAC^ 

AATACCCGACCACCAAAAAAGGGGGAAACACGAAAGAAAGCTGGGAAAACGGCCCGATTTTAGGACCACGGGAGT 
10 TTGAC CGCACGGGGAGACGC CCCCCCAAAGGGAC AC C C C C AGAGGC ACAAAAAGC AAGAAGACAC C C C C C C C CAA 

AGAGACCGCTCAAGACCCGAAAGAGGTTGGAGCGGCTTCCTTAACAGAGGAAGCTTAACNCGGCACAGTTNA 
GAAGGGCGAGTGGGC 

SEQEDNO:246 

15 >GL2_49_1_M13R Direction: anti-sense 

CTGGCCGCACGCAGCTCTTTTCCTGGGGATCCCAGATGGTTGTGCGCTGGGGGCCTGGTGGAGGTCCGAGTCGGG 
TTGGATGGCTGATGTCCGCCGCCATGATTTGATAGATGGATGCCTGGACCCTGATGAGTCCCAATGATTCTGGCA 
GACATTCTGGACATCCAGCACATCAGACCTGATGATGGGGATGNTTCGATGGATG 

20 SEQIDNO:247 

>GL2_49_2_M13R Direction: N/A 

CTGGCCGCACGCAGCTCTTTTCCTGGGGATCCCAGATGGTTGTGCGCTGGGGGCCTGGCGGAGGTCCGAGTCGGG 
TTGGATGGCTGGTCGCGCAGTGGTGGTGCCTGGCCTGGGCCTGTCTGGCAGCTTCTGGCTCCAGCCTCAGCCCTG 
TGTGGGGCTGGTTCCGNTGGTGGAGTGCGGGTGCTGAAGGCCATGCGATGGAGAGTGGATCNAGGAAGGAGATGC 
25 AGAAGCATAGAGAGTTACGAGGGTATCTAGTGGCTGTACCCTCTATAGGTAGGGCACCATGACACTAGATGGTAC 
TNCCTTGACAGAACGCAAGAAACACCAAGAAAAACCTGAGAGGCCAACCAGAAATGAC 

SEQIDNO:248 

Clone 49 -Novel (Chromosome 9) > 
30 CTGCAGGAGACCACAGGCAGGTGCCCACCTAAGAGGGACAGCCACAGAAACCCTCTAACCTCAGCACTGCACTCC 
ACCACGACCACCCCACGC^GGCCCTCAGCACCGCACTCCACCACGAACACCCC^CACAGGCTGAGGCTGGAGCCA 
GAAGCTGCCAGAACATGGGACCACAGGGCCAGGCACCACACAAACATGGCGACGGACACAGCCATCCAACCCGAC 
TCGGACCTCCGCCAGGCCCCCAGCGCACAACCATCTGGGATCCCCAGGAAAAGAGCTGCGTGCGGCCAG 

35 SEQIDNO:249 

Novel (clone 1/226) 

>GL2_1__3_M13F Direction: anti-sense 

ACTAGTTCTAGATCGCGAGCGGCGCCCTTTTTTTTTTTTTTTTTAAAAAGTCTATATTTTTATATTGGGGGGAGG 
GAGTAGAAAAGCAAGCCCCTATACTGGGCCCTATTCAGTGGCAGCTTCTTGTTCCATAGGATTAAGGAAGACTCT 
40 GAGGAAATAAAAGTTGTTTGGAAAAATCCAGGTGTAGTTGCTTTGTATGTTGTGATGGGTAGAAGGGATGAAGTG 
AAGTGTGAAGGCCCTCATAACCTCCATCTTGCCTCAGGACTATAGTCCTGGAACCCTNGGGGCGGAGAAAAGCGC 
CAACATTTCATNCCTGGATACATAAGGGAGAAGGAGACAGGAC^^ 

AAAAGAAGCGGANAACGGCCCCAGACAATAGTAAGGGCGAANGAATGGGCAGAAGNCTTGCAANCGTNCCCGGGG 
^ GCAATAC^^TCCCTTGAACACAAGANCCAGGGCANN^ 

SEQIDNO:250 

>GL2_81B_E02_G3F1 Direction: N/A 

GCCCGAGCCGGACTGGTCAGGATGATCACCGGACGCGCAGCTCGCCATCTTCGCCAACATGCTGGGCGTGTCGCT 
CTTCTTGCTTGTCGTTCTCTATCACTACGTGGCCGTCAACAATCCCAAGAAGCAGTGAATGAAAGTGGCGCTTTC 
50 TCCGGGCCCAGGGTTCCAGGACATAGTCTGAGTGCAAGATGGAGGGTA 

CTTTTAACCATTAAAATACAAAGCGAACTACANCTGGATTTTTCCAAACAAATTTTATTT 

TAATCCTATGGAACAAGAAGCTGGCACTGAATAGTGGGCCAGTATAGGGGCTTGCGTTTTCTANATCCCTTCCCC 
CAATATTAAAATATATGACTTTTAAi^^ 

CCAGACAGTTGGTTAGATAGATAAAGCGGCGCGTCGACTANTCTGAGGTCTGATACTCACTGACTGTCGTAAGGG 
55 CGAATTCGTTTTAAACCTGCAGGACTAGTCCCTTTATGAGGGTTAATTCTGAGCTTGGCGTAATCAT 

SEQIDNO:251 

>GL2-96-lM13R Direction: sense 
GCCGAGCCGGACTGGTCAGGATGATCACGGACGTGCAGCTCG 
60 TCTTGCTTGTCGTTCTCTATCACTACGTGGCCGTCAACAATC^ 
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GCCCCAGGGTTCC^GGACATAGTCTGAGGCAAGATGGAGG 
TCTACCCATCACAACATACAAGGCAACTACACCTGGATTTTTCCAAACAAC 

AATCCTATGGAACAAGAAGCTGCCACTGAATAGGGCCCAGTATAGGGGCTTOCTTTTCTACTCCCTCCCCCCAAT 
ATAAAAATATAGACTTTTAAAAAAAAAAAAAAAAAAAGGGCGCCGCTCGCGATCTAGAACTAGT 

SEQ ID NO:252 

>GL2-96-3M13F Direction: sense 

GCCGAGCCGGACTGGTCAGGATGATCACGGACGTGCAGCTCGCCATCTTCGCCAACATGCTGGGCGTGTCGCTCT 
TCTTGCTTGTCGrTCTCTATCACT^^ 

10 GCCCCAGGGTTCCAGGACATAGTCTGAGGCAAGATGGAGGGTATGAGGGGCCTTCACACTTCACTTCA 

TACCCATCACAAC^TACAAAGCAACTACACCTGGATTTTTCCAAACAACTTTTATTTCCTCAGAGTCTTCCTT 

TCCTATGGAACAAGAAGCTGCGACTGAATAGGGCCCAGTATAGGGGCTTGCTTTTCTACTCCCTCCCCCCAATAT 
AAAAATATAGAC 

15 SEQIDNO:253 

>GL2-96-3M13R Direction: N/A 
ACTAGTTCTAGATCGCGAGCGGCGCCCTTTTTTTC 

AGTAGAAAAGCAAGCCCCTATACTGGGCCCTATTCAGTGGCAGCTTCTTGTTCCATAGGATTAAGGAAGACTCTG 
AGGAAATAAAAGTTGTTTGGAAAAATCCAGGTGTAGTTGCTTNTGNTATGTTGTGATG 

20 

SEQ ID NO:254 

>GL2-96-4M13F Direction: anti-sense 

ACTAGTTCTAGATCGCGAGCGGCGCCCTTTTTTTTTTTTAAAAGTCTATATTTTTATATTGGGGGGAGGGAGTAG 

AAAAGCAAGCCCCTATACTGGGCCCTATTCAGTGGCAGCTTCTTGTTCCATAGGATTAAGGAAGACTCTGAGGAA 

25 ATAAAAGTTGTTTGGAAAAATCCAGGTGTAGTTGCTTTGTATGTTGTGATGGGTAGAAGGGATGAAGTGAAGTGT 

GAAGGCCCCTC^TACCCTCCATCTTGCCTCAGACTATGTCCTGGAACCCTGGGGCGGAGAAAGCGCCACTTTCAT 

TCCTGCTTCTTGGGATTGTTGACGGCCACGTAGTGATAGAGAACGACAAGCAAGAAGAGCGACACGCCCAGCATG 

TTGGCGAAGATGGCGAGCTGCACGTCCGTGATCATCCTGACCAGTCCGGCTCGGCCCGCAGAAACCAGCACACTG 
GAGCCACCGCTGCCACCGGCCTT 

30 

SEQ ID NO:255 

>GL2-96-5M13F Direction: sense 

GCCGAGCCGGACTGGTCAGGATGATCACGGACGTGCAGCTCGCCATCTTCGCCAACATGCTGGGCGTGTCGCTCT 
TCTTGCTTGTCGTTCTCTATCACTACGTGGCCGTCAACAATCCGAAGAAGCAGGAATGAAAGTGGCGCTTTCTCC 
35 GCCCCAGGGTTCCAGGACATAGTCTGAGGCAAGATGGAGGGTATGAGGGGCCTTCACACTTCACTTCATCCCTTC 
TACCCATCAC^CATACAAAGCAACTACACCTGGATTTTTCCAAA 

TCCTATGGAAGAAGAAGCTGCCACTGAATAGGGCCCAGTATAGGGGCTTGCTTTTCTACTCCCTCCCCCCAATAT 

AAAAATATAGACTTTTAAAAAAAAAAAAAAAAGGGCGCCGCTCGCGATCTAG2UVCTAGTCCGCAAAACCCAGCAC 
AGTGGTTAGATAGATAAAGC 

40 

SEQIDNO:256 

>GL2-96-5M13R Direction: N/A 

ACTAGTTCTAGATCGCGAGCGGCGCCCTTTTTTTTTTTTTTTTAAAAGTCTATATTTTTATATTGGGGGGAGGGA 
GTAGAAAAGCAAGCCCCTATACTGGGCCCTATTCAGTGGCAGCTTCTTGTTCCATAGGATTAAGGAAGACTCTGA 
45 GGAAATAAAAGTTGTTTGGAAAAATCCAGGTGTAGTTGCATATAAGTATGTTGTGATA 

SEQIDNO:257 

>GL2_1_1_M13R Direction: sense 

GCCGAGCCGGACTGGTCAGGATGATCACGGACGTGCAGCTCGCCATCTTCGCCAACATGCTGGGCGTGTCGCTCT 
50 TCTTGCTTGTCGTTCTCTATCACTACGTGGCCGTC^U^CAATCCCAAGAAGCAGGAATGAAAGTGGCGCTT 
GCCCCAGGGTTCCAGGACATAGTCTGAGGCAAGATGGAGGGTATG^ 
TACCCATCACAACATACAAAGCAACTACACCT 

TCCTATGGAACAAGAAGCTGCCACTGAATAGGGCCCAGTATAGGGGCTTGCTTTTCTACTCCCTCCCCCCAATAT 
* AAAAATATAGACTTTTAAAAAAAAAAAAAAAAAGGGCGCCGATCGCGATCTAGAACTAGT 

SEQIDNO:258 

>GL2_1_2_M13F Direction: sense 

GCCGAGCCGGACTGGTCAGGATGATCACGGACGTGCAGCTCGCC^ 

TCTTGCTTGTCGTTCTCTATCACTACGTGGCCGTCAACAATCCCAAGAAGCAGGAATGAAAGTGGCGCTTTCTCC 
60 GCCCCAGGGTTCCAGGACATAGTCTGAGGCAAGATGGA 
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TAC C CATCAC AACATACAAAGCAACTAC AC CTGGATTTTT C CZUU^CAACTTTT ATTTCCTCAGAGTCTTCCTTAA 

TCCTATGGAACAAGAAGCTGCCACTGAATAGGGCCCAGT^^ 

AAAAATACTAGACTTATT 

SEQIDNO:259 

>GL2_l_2_M13R Direction: anti- sense 
ACTAGTTCTAGATCGCGAGCGGCGCCCTTTTTTTO^ 

GAGTAGAAAAGCAAGCCCCTATACTGGGCCCTATTCAGTGGCAGCTTCTTGTTCCATAGGATTAAGGAAGACTCT 
GAGGAAATAAAAGTTGTTTGGAAAAATCCAGGTGTAGTTGCTTTGTATGTTGTGATGGGTAGAAGGGAT^ 
AAGTGTGAAGGCCCTTCATACCCTCCATCTTGCCTCAGACTATGTACCTGGAACCCTGGGGCNGAGAAAGCGCCA 
CNTTCATTCCTGCTTCTAGGGATCGNNAGACGGACAC 

SEQIDNO:260 

>Gli2_226 - l_ljyil3F Direction: sense 

GCCGAGCCGGACTGGTCAGGATGATCACGGACGTGCAGCTCGCCATCTTCGCCAACATGCTGGGCGTGTCGCTCT 
TCTTGCTTGTCGTTCTCTATCACCACGTGGCCGTCAACAATCCCAAGAAGCAGGAATGAAAGTGGCGCTTTCTCC 
GCCCCAGGGTTCCAGGACATAGTCTGAGGCAAGATGGAGGGTATGAGGGGCCTTCACACTTCACTTCATCCCTTC 
TACCCATCACAACATACAAAGCAACTACACCTGGATTTTTCCAAACAACTTTTATTTCCTCAGAGTCTTCCTAAT 
CCTCATGGAACAAGAAGCTGCCACTGAATAGGGCCCAGTATAGGGGCTTGCTTTTCTACTCCCTCCCCCCAATAT 
AAAATATAGACTTTTAAAAAAAAAAAAAAAAGGGCGCCGCTCGCGATCTAGAACTAGT 

SEQIDNO:261 

>GL2_226_1_1_M13R Direction: anti- sense 

ACTAGTTCTAGATCGCGAGCGGCGCCCTTTTTTTTTTTTTTTTAAAAGTCTATATTTTTATATTGGGGGGAGGGA 
GTAGAAAAGCAAGCCCCTATACTGGGCCCTATTCAGTGGCAGCTTCTTGTTCCATAGGATTAGGAAGACTCTGAG 
GAAATAAAAGTTGXTTGGAAAAATCCAGGTGTAGTTGCTTTGTATGTTGTGATGGGTAGAAGGGATGAAGTGAAG 
TGTCAAGGCCCCTCATACCCTCCATCTTGCCTCAGACTATGTCCTGGAACCCTGGGGCGGAGAAAGCGCCNCTTT 
C^TTCCTGCTTCTTGGGATTGTTGACGGCCACGTGGTGATAGAGAACGACAAGCAAGAAGAGCGANACGCCCAGC 
ATGTTGGCGAAGATGGCGAGCTGCACGTCCGTGATCATCCTGACCAGTCCAGGCTCGGC 

SEQ ID NO:262 

>Gti2_226_l_2jyil3F Direction: sense 

GCCGAGCCGGACTGGTCAGGATGATCACGGACGTGCAGCTCGCCATCTTCGCCAACATGCTGGGCGTGTCGCTCT 
TCTTGCTTGTCGTTCTCTATCACTACGTGGCCGTCAACAATCCCAAGAAGCAGGAATGAAAGTGGCGCTTTCTCC 
GCCCCAGGGTTCCAGGACATAGTCTGAGGCAAGATGGAGGGTATGAGGGGCCTTCACACTTCACTTCATCCCTTC 
TACCCATCACAACATACAAAGCAACTACACCTGGATTTTTCCAAACAACTTTTATTTCCTCAGAGTCTTCCTTAA 
TCCTATGGAACAAGAAGCTGCCACTGAATAGGGCCCAGTATAGGGGCTTGCTTTTCTACTCCCTCCCCCCAATAT 
AAAAATATAGACTTTTAAAAAAAAAAAAAAAAGGGCGCCGCTCGCGATCTAGAACTAGT 

SEQ ED NO:263 

>GL2_226_1_2JVI13R Direction: anti-sense 

ACTAGTTCTAGATCGCGAGCGGCGCCCTTTTTTTTTTTTTTTTAAAAGTCTATATTTTTATAT^ 

GTAGAAAAGCAAGCCCCTATACTGGGCCCTATTCAGTGGCAGCTTCTTGTTCCATAGGATTAAGGAAGACTCTGA 

GGAAATAAAAGTTGTTTGGAAAAATCCAGGTGTAGTTGCTTTGTATGTTGTGATGGGTAGAAGGGATGAAGTGAA 

GTGTGAAGGCCCCTCATACCCTCCATCTTGCCTCAGACTATGTCCTGGAACCCTGGGGCGGAGAAAGCGCCACTT 

TCATTCCTGCTTCTTGGGATTGTTGACGGCCACGTAGTGATAGAGAACGACCAGCAAGAAGAGCGACACGCACCA 

GCATGTTGGCGAAGATGGCGAGCTGCACGTCCGTGATCATCCTGACCAGGTCCGGCATCGG 

SEQ ID NO:264 

>GIi2_226_l_3JM13F Direction: sense 

GCCGAGCCGGACTGGTCAGGATGATCACGGACGTGCAGCTCGCCATCTTCGCCAACATGCTGGGCGTGTCGCTCT 

TCTTGCTTGTCGTTCTCTATCACTACGTGGCCGTCAACAATCCCAAGAAGCAGGAATGAAAGTGGCGCTTTCTCC 

GCCCCAGGGTTCCAGGACATAGTCTGAGGCAAGATGGAGGGTATGAGGGGCCTTCACACTTCACTTCATCCCTTC 

TACCCATCACAACATACAAAGCAACTACACCTGGATTTT^ 

TCCTATGGAACAAGAAGCTGCCACTGAATAGGGCCCAGT^ 

AAAAATATAGACTTTTAAAAAAAAAAAAAAAAGGGCGCCGCTCGCGATCTAGAACTAGT 
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SEQ ID NO:265 

>GL2_226_1_4_M13F Direction: sense 

GCCGAGCCGGACTGGTCAGGATGATCACGGACGTGCAGCTCGCCATCGTCGCCT^CATGCTGGGCGTGTCGCTCT 

tcttgcttgtcgttctctatcactacg 
5 gccccagggttccaggacatagtctgaggc^ 

tacccatcacaacatacaaagcaactacacctggatttttccaaacaacttcttatt 

atcctatggaac^gaagctgccactgaatagggcccagt^^ 

taaaaatatagacttttaaaaaaaaaaaaaaaagggcgccgctcgcgatctagaactagt 

10 SEQIDNO:266 

>GL2_81B_E01_G3F1 Direction: sense 

GCCGAGCGGACTGGTCAGGATGATCACGGACGTGCAGCTCGCCATCTTCGCCAACATGCTGGGCGTGTCGCTCTT 
CTTGCTTGTCGTTCTCTATCACTACGTGGCCGTCAACAAT^ 
CCCCAGGGTTCC^GGACATAGTCTGAGGCAAGATGGAGGGTATC^ 
15 ACCCATCACAACATACAAAGCAACTACACCTGGATTTTTCCAAACAACTTTTATTTCCTCAGAGGTCTTCCCTTA 
ATCCTATGGAACAAGAAGCTGNCACTGAATAGGGCCCAGTATAGGGGCTTGCTTTTCTACTCCCTCCCCCCAATA 
TNAAAATATAGACTTTTAAAAAAAAAAAAAAAAAAGGGCGCCGCTCGCGATCTAGAACTAGT 

SEQ ID NO:267 

20 >GL2_81B_E05_G3F1 Direction: N/A 

GCCGAGCCGGACTGGTCAGGATGATCACGGACGTGCAGCTCGCCATCTTCGCCAACATGCTGGGCGTGTCGCTCT 
TCTTGCTTGTCGTTCTCTATCACTACGTGGCCGT 

GNCCCAGGGTTCCAGGACATAGTCTGAGGCAAGATGGAGGGTATGAGGGGCCTTCACACTTCACTTCATCCCTTC 
TACCGATCACAACATACAAAGCAACTACACCTGGATTTTTCCAAACAACTTTTATTTCCTCAGAGTCTTCCT^ 
25 TCCTATGGAACAAGAAGCTGGCACTGAATAGTGGCCCAGTATAGGGGCTTGCTTTTCTACTCCCTCCCCCCAATA 
TNAAAATATAGACTTTTAAAAAAAAAAAAAAAGGGGGNCGGTCGCGATCTAGAACTAGTCCGNNAGAAACCAGCA 
CAGTGGTTAGATAGATAAAGCGGGCGGTCGACTANTCTGAGGTCTGATACTCACTGACT 

SEQ ID NO:268 

30 >GL2_81BJE06J33F1 Direction: sense 

GCCGAGCCGGACTGGTCAGGATGATCACGGACGTGCAGCTCGCCATCTTCGCCAACATGCTGGGCGTGTCGCTCT 
TCTTGCTTGTCGTTCTCTATCACTACGTGGCCGTCAACAATCCCAAGAAGCAGGAATGAAAGTGGCGCTTTCTCC 
GCCCCAGGGTTCCAGGACATAGTCTGAGGCAAGATGGAGGGTATGAGGGGCCTTCACACTTCACTTCATCCCTTC 
TACCCATCACAACATACAAAGCAACTACACCTGGATTTTTCCAAACAACTTTTATTTCCTCAGAGTCTTCCTTAA 
35 TCCTATGGAACAAGAAGCTGCCACTGAATAGGGCCCAGTATAGGGGCTTGCTTTTCTACTCCCTCCCCCCAATAT 
AAAAATATAGACTTTTAAAAAAAAAAAAAAAAAAAGGGCGCCGCTCGCGATCTAGAACTAGTCCGNAGAACCCAG 
CACAGTGGTTAGATAGATAAAGCGGCCGCTCGACTAGTCTGAGGTCTGATACTCACTGACTGTCGTAAGGGCGAA 
TTCGTTTAAACCTGCAGGACTAGTCCCTTTATGAGGGTTAAATTCTGAGCTTGGCGTAATCATGGTCAT 

40 SEQ ID NO:269 

>GL2_l_3jyil3R Direction: sense 

GCCGAGCCGGACTGGTCAGGATGATCACGGACGTGCAGCTCGCCATCTTCGCCAACATGCTGGGCGTGTCGCTCT 
TCTTGCTTGTCGTTCTCTATCACTACGTGGCCGTCAACAATCCCAAGAAGCAGGAATGAAAGTGGCGCTTTCTCC 
GCCCCAGGGTTCC^GGACATAGTCTGAGGCAAGATGGAGGGTATGAGGGGCCTTGACACTTCACTTCATCCCTTC 
45 TACCCATCACAACATACAAAGCAACTACACACTGGATTTTTCCAAACAACTTTTATTTCCTCAGAGTCTTCCTTA 
ATCCTATGGAACAAGAAGCTGCCACTGAATAGGGCCCAGTATAGGGGCTTGCATTTTCTACTCCCTCCCACCCAA 
TATAAAAATATAGACTTTTTAAACAAACACAACA^ 
CCGGCAAGAACCCCAGNAACAGGGGTTAGATA 

50 SEQIDNO:270 

>GL2_81B_E04_G3F1 Direction: N/A 

GCCGAGCCGGACTGGTCAGGATGATCACGGACGCGCAGCTCGCCATCTTCGCCAACATGCTGGGCGTGTCGCTCT 
TCTTGCTTGTCGTTCTCTATCACTACGTGGCCGTCAACAATCCCAAGAAGCAGGAATGAAAGTGGCGCTTTCTCC 
GCCCCAGGGGTTCCAGGACATAGTCTGAGGCAAGATGGAGGGTATGAGGGGCCTTCACACTTCACTTCATCCCTT 
55 CTANCCATCACAACATACAAAGCAACTACACCTGG 

ATCC^ATGGAACAAGAAGCTGGGACTGAATAGGGCCCAGTATANGGGCTTGCGTTTTCTACTCCCTCCCCCCAAT 
ATAAAAATATAGACTTTTAAAAAAAAAAAATNAAAGGGNGCCGCTCGCGATACTAGAACTAGT 
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SEQIDNO:271 

>GL2_J226_1_3JV113R Direction: anti-sense 

TAGAAAAGCAAGCCCCTATACTGGGCCCTATTCAGTC^ 
5 GAAATAAAAGTTGTTTGGAAAAATCCAGGTGTAGTTGCTTTGTATC 

TGTGAAGGCCCCTCATACCCTCCATCTTGCCTCAGACTATGTCCTGGAACCCTGGGGCGGAGAAAGCGCCACTGT 

TCATTCCTGCTNTCTTGGGATTGTTCGACGGNGACGTAGATGATAGAGAACGA 

CCAGCATGTAAGGCGAAGATGGCGAGCTGCACGTCCGTGATCATCCTGACCAGTCCGGCTCGGA 

10 SEQ ID NO:272 

>GL2_226_1_4_M13R Direction: -anti -sense 

ACTAGTTCTAGATCGCGAGCGGCGCCCTTTTTTTTTTTTTTTTAAAAGTCTATATTTTTATATTGGGGGGAGGGA 
GTAGAAAAGCAAGCCCCTATACTGGGCCCTATTCAGTGGCAGCTTCTTGTTCCATAGGATTAAGGAAGACTCTGA 
GGAAATAAAAGTTGTTTGGAAAAATCCAGGTGTAGTTGCTTTGTATGTTGTGATGGGTAGAA 

15 GTGTGAAGGCCCCTCATACCCTCCATCTTGCCTCAGACTATGTCCTGGAACCCTGGGGCGGAGAAAGCGCCACTT 
TCATTCCTGCTTCTTGGGATTGTTGACGGCCACGTAGTGATAGCGAACGACAAGCAAGAAGAGCGACAC^ 
CATGTTGGCGACGATGGCGAGCTGCACGTCCGTGATCATCCTGACCAGTCCGGCTCGGCCCGAAGAACCCAGACA 
ACACTGGAGCCACCGTGCCACCGGCCTTGGCGGCTACCTCCTTGTACAAGCTCGGTCCATGCCGAGAGAAGGGCG 
AAATACTGCAGATATCCATCACAACTGGCGGGCCGCATCCGAGCATGCATCTAGAAGGGCCAAATACGCCATATA 

20 GGNGAGTCGGAATAACAATTCACCTGGCCGGCGATCCAAACGTCGTGACTGGAAAAAACCCGGGGGATNACCCAA 
AAAAGTTAAAATCGGCCNGAAGGACANAACCCCACGATTAGGCAAANAGNGCGAAAAATAACNAAAA 

SEQIDNO:273 

>GL2 81B E03 G3F1 Direction: sense 

25 

GCCGAGCCGGACTGGTCAGGATGATCACGGACGTGCAGCTCGCCATCTTCGCCAACATGCTGGGCGTGTCGCTCT 
TCTTGCTTGTCGTTCTCTATCACTACGTGGCCGTCAACAATCCCAAGAAGCAGGAATGAAGGTGGCGCT^ 
GCCCCAGGGGTTCCAGGACATAGTCTGAGGCAAGATGGAGGGTATGAGGGGCCTTCACACTTCACTTCATCCCTT 
CTACCCATCACAACATACAAAGCAACTACACCTGGATTTTTCCAAACAACTTTTATTTCCTCAGAGTCTTCCTTA 
ATCCTATGGAACAAGAAGCTGCCACTGAATAGGGCCCAGTATAGGGGCTTGCTTTTCTACTCCCTCCCCCCAATA 
30 TAAAAATATAGACTTTTAAAAAAAAAAAAAAAAAAGGGCGCCGCTCGCGATCTAGAACTAGT 

SEQ ID NO:274 

Clone 1/226 - Novel (Clone 1/22 6) > 

GCCGAGCCGGACTGGTCAGGATGATCACGGACGTGCAGCTCGCCATCTTCGCCAACATGCTGGGCGTGTCGCTCT 
35 TCTTGCTTGTCGTTCTCTATCACTACGTGGCCGTCAACAATCCCAAGAAGCAGGAATGAAAGTGGCGCTTTCTCC 
GCCCCAGGGTTCCAGGACATAGTCTGAGGCAAGATGGAGGGTATGAGGGGCCTTCACACTTCACTTCATCCCTTC 
TACCCATCACAAC^TACAAAGCAACTACACCTGGATTTTTCCAAACAACTTTTATTTCCTCAGAGTCTTCCTTAA 
TCCTATGGAACAAGAAGCTGCCACTGAATAGGGCCCAGTATAGGGGCTTGCTTTTCTACTCCCTCCCCCCAATAT 
AAAAATATAGACTTTTAAAAAAAAAAAAAAAAAAAAA 

40 

SEQ ID NO:275 

Novel (FLJ10688) 

>GL2_51_C08_G3F1 Direction: sense 

CACCAGCACCCTTACCAGAAGCTCCACAACCACAGCGTCTGCCCCCAGAAGCTGCCAGCACATCTCTGCCTCAGA 
45 AGCCACACTTGAAGTTAGCACGCGTTCAGAGTCAAAATGGCATAGTACTGTCATGGAGTGTCCTGGAGGTGGATC 
GAAGCTGTGCCACTGTTGATAGCTACCATCTCTATGCTTACCATGAGGAACCCAGTGCCACTGTGCCCTCACAAT 
GGAAAAAGATTGGGGAAGTCAAGGCACTTCCCTTGGCCCATGGCATGTACTCTCACCCAGTTTGTATCTGGTAGC 
AAATACTACTTTG 

50 SEQIDNO:276 

>GL2_51_C10_G3F1 Direction: sense 

CACCCAGCACCCTTACCAGAAGCTCCACAACCACAGCGTCTGCCCCCAGAAGCTGCCAGCACATCTCTGCCTCAG 
AAGCCACACTTGAAGTTAGCACGCGTTCAGAGTCAAAATGGCATAGTACTGTCATGGAGTGTCCTGGAGGTGGAT 
CGAAGCTGTGCGACTGTTGATAGCTACCATCTCTATGCTTACCATGAGGi^ 
55 TGGAAAAAGATTGGGGAAGTCAAGGCACTTCCCTTGCCCATGGCATGTACTCTCACCCAGTTTGTATCTGGTAGC 
AAATACTACTTTG 
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SEQ ID NO:277 

>GL2_51_C11_G3F1 Direction: N/A 
CACCCAGCACCTTACCAGAAGCTCCACAACCACAGCGTCTGCC^ 
AGCCACACTTGAAGTTAGCAC^CGTTCAGGGGTCAA 
5 CGAAGCTGTGCC^CTGTTGATAGCTACCATCTCTATGCTTACCATGAGG^ 
TGGAAAAAGATTGGGGAAGTCAAGGCACTTCCCTTGCCCATGGCATGT^^ 
AAATACTACGTTTG 

SEQ ID NO:278 

10 >GI,2_59_E07_G3F1 Direction: sense 

CACCAGCACCTTACAGAAGCTCCACAACCACAGCGTCTGCCCCCAGAAGCTGCC^ 

CCACACTTGAAGTTAGG^CGCGTTCAGAGTCAAAACTGGCATAGTACTGTCATGGAGTGTCCTGGAGGTGGATCG 
AAGCTGTGCC^CTGTTGATAGCTACCATCTCTATGCTTACCATGAGGAACCCAGTGCCACTGTGCCCTCACAATG 
GAAAAAGATTGGGGAAGTGAAGGCACTTCCCTTGCCCATGGCATGTACTCTCACCCAGT^^ 
15 ATACTACTTTG 

SEQIDNO:279 

>GL2_59_E08_G3F1 Direction: sense 

CACCCAGCACCCTTACCAGAAGCTCCACAACCACAGCGTCTGCCCCCAGAAGCTGCCAGCACATCTCTGCCTCAG 
20 AAACCACACTTGAAGTTAGCACGCGTTCAGAGTCAAAATGGCATAGTACTGTCATGGAGTGTCCTGGAGGTGGAT 
CGAAGCTGTGCCACTGTTGATAGCTACCATCTCTATGCTTACCATGAGGAACCCAGTGCCACTGTGCCCTC^CAA 
TGGAAAAAGATTGGGGAAGTCAAGGCACTTCCCTTGCCCATGGCATGTACTCTCACCCAGTTTGTATCTGGTAGC 
AAATACTACTTTG 

25 SEQ ID NO:280 

>GIi2_59_E09_G3Fl Direction: sense 

CACCAGCACCTTACCAGAAGCTCCACAACCACAGCGTCTGCCCCCAGAAGCTGCCAGCACATCTCTGCCTCAGAA 
GCCACACTTGAAGTTAGCACGCGTTCAGAGTCAAAATGGCATAGTACTGTCATGGAGTGTCCTGGAGGTGGATCG 
AAGCTGTGCCACTGTTGATAGCTACCATCTCTATGCTTACCATGAGGAACCCAGTGCCACTGTGCCCTCACAATG 
30 GAAAAAGATTGGGGAAGTCAAGGCACTTCCCTTGCCCATGGCATGTACTCTCACCCAGTTTGTATCTGGTAGCAA 
ATACTACTTTG 

SEQIDNO:281 

>GL2_59_E10_G3F1 Direction: sense 

35 CACCCAGCACCTTACCAGAAGCTCCAGAACCACAGCGTCTGCCCCCAGAA 

AGCCACACTTGAAGTTAGCACGCGTTCAGAGTCAAAATGGCATAGTACTGTCATGGAGTGTCCTGGAGGTGGATC 

GAAGCTGTGCCACTGTTGATAGCTACCATCTCTATGCTTACCATGAGGAACCCAGTGCCACTGTGCCCTCACAAT 

GGAAAAAGATTGGGG7VAGTCAAGGCACTTCCCTTGCCCATGGCATGTACTCTCACCCAGTTTGTATCTGGTAGCA 
AATACTACTTTG 

40 

SEQ ID NO:282 

>GL2_59_E11_G3F1 Direction: sense 

CACCAGCACCCTTACCAGAAGCTCCACAACCACAGCGTCTGCCCCCAGAAGCTGCC^GCACATCTCTGCCTCAGA 

AACCACACTTGAAGTTAGCACGCGTTCAGAGTCAAAATGGCATAGTACTGTCATGGAGTGTCCTGGAGGTGGATC 

45 GAAGCTGTGCCACTGTTGATAGCTACCATCTCTATGCTTACCATGAGGAACCCAGTGCCACTGTGCCCTCACAAT 

GGAAAAAGATTGGGGAAGTCAAGGCACTTCCCTTGCCCATGGCATGTACTCTCACCCAGTTTGTATCTGGTAGCA 
AATACTACTTTG 

SEQ ID NO:283 

50 >GIi2_59_E12_G3Fl Direction: sense 

(^CCAGCACCTTACCAGAAGCTCCACAACCACAGCGTCTGCCCCCAGAAGCTGCCAGCACATCTCTC 

GCCACACTTGAAGTTAGCACGCGTTCAGAGTCAAAATGGCATAGTACTGTCATGGAGTGTCCTGGAGGTGGATCG 

AAGCTGTGCCACTGTTGATAGCTACCATCTCTATGCTTACCATGAGGAACCCAGTGCCACTGTGCCCTCACAATG 

GAAAAAGATTGGGGAAGTCAAGGCACTTCCCTTGCCCATGGCATGTACTCTCACCCAGTTTGTATCTGGTAGCAA 
55 ATACTACTTTG 
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SEQ ID NO:284 

>GL2_51_C09_G3F1 Direction: N/A 
CACCAGCACCTTACCAGAAGCTCCACAACCAC^^ 
TNCCCCACAAAAGGGGGCCCCCTTATAAACACCC^^ 
5 CCCCCCCTTTTTTCCCC^yUVAAGGGGN^ 

CCTTTTTTTTTTTTTTNGGGGGCCCCCAAACCCAAAC 

SEQIDNO:285 

Novel (FLJ10688)> 
10 CACCC^GCACCTTACCAGAAGCTCCACAACCACAGCGTCTGCCCCCAGAAGCTGCCAGC^ 

AGCCACACTTGAAGTTAGCACGCGTTCAGAGTCAAAATGGCATAGTACTGTCATGGAGTGTCCTGGAGGTGGATC 

GAAGCTGTGCCACTGTTGATAGCTACCATCTCTATGCTTACCATGAGGAACCCAGTGCCACTGTGCCCTCACAAT 

GGAAAAAGATTGGGGAAGTGAAGGCACTTCCCTTGCCCAT^^ 

AATACTACTTTG 

15 

SEQ ID NO:286 

>gi | 8922591 )ref)NM_018179.l| Homo sapiens hypothetical protein FLJ10688 
(FLJ10688) , mRNA 

ATCTAAACAAGAAAGTAGTGAGAGTTTGCCAAAAGAAGCCTTTCTGGTCCTCTCTGATGAAGAGGATATT 
20 TCGGGTGAAAAAGATGAGTCTGAAGTTATATCGCAAAATGAAACGTGCTCTCCAGCAGAAGTAGAAAGTA 
ATGAAAAGGACAACAGACCTGAGGAAGAAGAGCAAGTAATACATGAAGATGATGAAAGACCTTCTGAGAA 
AAATGAATTTTCTAGACGAAAACGTTCTAAATCAGAAGACATGGACAATGTACAGTCTAAACGTCGTCGA 
TATATGGAAGAAGAATATGAGGCAGAATTTCAAGTAAAGATTACAGCCAAAGGAGACATTAACCAGAAAC 
TTCAAAAGGTTATACAGTGGTTGCTGGAAGAAAAATTGTGTGCGCTGCAGTGTGCTGTATTTGATAAGAC 
25 TTTGGCAGAATTGAAAACACGAGTGGAAAAGATTGAATGTAACAAGAGGCATAAAACAGTTCT 

CTACAGGCCAAGATAGCCAGGTTAACCAAACGCTTTGAAGGAGCCAAAGAAGATCTTAAGAAAAGACATG 
AACATCCACCCAACCCACCAGTATCACCAGGAAAAACTGTAAATGATGTCAACAGCAATAATAACATGTC 
TTACAGAAATGCAGGCACAGTGAGACAGATGCTGGAGTCCAAAAGAAATGTAAGCGAGAGTGCACCACCA 
TCCTTTCAAACTCCTGTGAATACAGTATCTTCAACCAATCTTGTCACTCCTCCAGCAGTTGTCAGTAGTC 
30 AACCTAAATTGCAGACTCCAGTGACTTCGGGTTCCCTCACAGCAACGTC7VGTTCTTCCTGCACCCAATAC 
AGCTACTGTAGTTGCTACTACTCAGGTGCCTAGTGGAAATCCCCAGCCTACAATCTCTTTACAGCCTTTG 
CCAGTGATTTTGCATGTACCTGTTGCAGTATCCTCCCAGCCTCAGCTTCTACAGAGCCATCCAGGGACTT 
TGGTGACTAATCAACCATCTGGCAATGTTGAATTCATTTCTGTGCAAAGCCCACCTACAGTGAGTGGTCT 
TACCAAAAATCCAGTATCCTTGCCATCCTTGCCAAATCCCACTAAACCAAACAACGTTCCTTCTGTGCCC 

35 

AGTCCTAGTATTCAAAGGAACCCTACTGCCAGTGCTGCACCATTGGGAACAACACTTGCTGTGCAGGCTG 
TTCCAACAGCACACTCTATTGTACAAGCCA^ 

TAGTCCATCAACTAATCGAGGTCCTATACAGATGAAAATTCCAATTTCTGCATTTAGTACTTCGTCTGCT 
GCAGAAC^GAACAGCAATACCACCCCAAGAATTGAAAACCAGACAAACAAAACAATAGATGCTTCTGTCA 
GTAAGAAAGCAGCTGATAGCAGATCACAGTGTGGAAAAGCCACTGGCAGTGATTCAAGTGGTGTCATTG 
40 TCTCACAATGGATGATGAAGAGAGTGGAGCTTCACAAGACCCCAAAAAACTAAATCACACTCCTGTATCA 
ACCATGAGTTCTTCTCAGCCTGTGTCACGACCATTGCAACCCATACAACCAGCACCGCCTCTTCAACCAT 
CTGGGGTGCCAACAAGTGGACCATCTCAGACCACCATACACTTACTACCTACAGCTCCAACTACCGTGAA 
TGTAACACATCGTCCAGTAACTCAGGTGACCACAAGACTCCCTGTACCAAGAGCTCCTGCAAACCACCAG 
GTGGTTTATACAACTCTTCCTGCACCACCAGCTCAGGCTCCCTTGCGAGGAACTGTTATGCAGGCTCCTG 

45 

CTGTTCGGCAGGTCAATCCCCAAAATAGTGTTACAGTTCGAGTGCCTCAAACAACCACATATGTTGTAAA 
CAATGGACTAACCCTGGGATCAACAGGACCTCAGCTCACAGTGCATCACCGACCACCACAAGTGCATACT 
GAGCCCCCACGCCCCGTGCACCCAGCACCCTTACCAGAAGCTCCACAACCACAGCGTCTGCCCCCAGAAG 
CTGCCAGCACATCTCTGCCTCAGAAGCCACACTTGAAGTTAGCACGCGTTCAGAGTCAAAATGGCATAGT 
ACTGTCATGGGGTGTCCTGGAGGTGGATCGAAGCTGTGCCACTGTTGATAGCTACCATCTCTATGCTTAC 
50 CATGAGGAACCCAGTGCCACTGTGCCCTCACAATGGAAAAAGATTGGGGAAGTCAAGGCACTTCCCTTGC 
CCATGGCATGTACTCTCACCCAGTTTGTATCTGGTAGCAAATACTACTTTGCAGTACGAGCCAAGGATAT 
TTATGGACGTTTTGGGCCTTTCTGTGATCCTCAGTCAACAGATGTGATCTCTTCTACCCAGAGCAGTTAA 
ACCTTGGAGCCTTTATATTTTCCTCTTTTAAAATTTC 

ATACCCCATGTAAAATCCACCTTGTGCAAGATTTCTTGGACAGATGTGTGTATACACTACATTTGTTTAT 
55 AACCAGAAGCAAAATAAACTCAGCCCACAAAGCT 
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SEQIDNO:287 

>gi )8922592 | ref |NP_060649 . 1 1 hypothetical protein FLJ10688; likely ortholog 
of mouse activating transcription factor 7 interacting protein [Homo 
sapiens] 

5 MDNVQSKRRRYMEEEYEAEFQVKI TAKGD INQKLQKVI QWLLEEKLC2\LQCAVTDKTLAEIjKTRVEKIEC 
NKRHKTVLTEIjQAKIARLTKRFEAAKEDLKKRHEHPPNPPVSPG 
Kl^SESAPPSFQTPWTVSSTSn^vTPPAWSSQP^ 

PQPTI SLQPLPVIIiHVPVAVS SQPQLLQSHPGTLVTNQPSGNVEFI S VQS PPTVSGLTKNPVSIiPSIiPNP 

TKPNNVPSVPSPS IQRNPTAS AAPLGTTLAVQAVPTAHS IVQATRTSLPTVGPSGLYSPSTNRGPIQMKI 
10 PISAFSTSSAAEQNSNTOPRIENQTNKTIDASVSKKZ^ADSTSQCGKATGSDSSGVIDLTMDDEESGASQD 

PKKLNHTPVSTMSSSQPVSRPLQPIQPAPPLQPSGVPTSGPSQTTIHL 

PVl>RAPAiraQvVYTTIiPAPPAQAPLRGTVMQAPAWQvOT 

VHHRPPQVHTEPPRPVIIPAPLPEAPQPQRLPPEAASTSLPQKPHL 

TVDSYHLYAYHEEPSATVPSQWKKIGEVTCALPLPM^^ 
15 DV1SSTQSS 

SEQIDNO:288 

Novel (KIAA0217) 

>G3_4_03_PCR_G3F1 Direction: N/A 

20 TCTTGCGGCAGGGTCAAAACAACATCATGGTACAACTTCTGGTAACATGTCAGTGGGCAACAAAGTGTATGT 

CATGTAGTTCTATTCACAATTGGTTCCTTTGAATTTATATTACATAATACCACTTGAAACTGGAGTGAGAAGCTG 
GTTACTTGCTTGCAGTGCATCAGAACCAAGGTTTCTGGGGTGGCCCCTGCAGTTCACTCCGCCCAGGAGATCAAA 
AAGGATGCGCTCTCTACATTCTTAAATGCCACAGTCCCCTACCAACGGCTTAGTTGAAGCACAGCTCCCACATCA 
GCACTTATTCCCTGGCGCGGCCAGCACTGCCTCTACGAGGCCACACCTGCCTCTGCCAAGGCCACTGGCCCTCAT 

25 TCATCTTCGGGGACGTTCTAGAGATATGCACTTACAG 

SEQIDNO:289 

>GL3_4.03_A_M13F Direction: anti-sense 

CTGTAAGTGCATATCTCTAGAACGTCCCCGCAGATGAATGAGGGCCAGTGGCCTTGGCAGAGGCAGGTGTGGCCT 

30 

CGTAGAGGCAGTGCTGGCCGCGCCAGGGCATCAGTGCTGATGTGGGAGCTGTGCTTCCACCTAAGCCGTTGGTAG 

GGGACTGTGGCATTTAAGAATGTAGAGAGCGCATCCTTTTTGATCTCCTGGGCGGAGTGAACCTGCAGGGGCCAC 

CCC^GAAACCTTGGTTCTGATGCACTGCAAGCAAGTAACC^GCTTCTCACTCCAGTTTCAAGTGGCTATTATGTA 

ATATAAATTCAAAGCACATTGTGAATAGAACCTACATGAAl^ 

AAGTTGTACCATGATGTTGTTTTGAC CCCTG 

35 

SEQIDNO:290 

>GL3_4 . 03_A_M13R Direction: sense 

CAGGGGTCAAAACAAC^TCATGGTACAACTTCTGGTAAGATGTCAGTGGGCAAC7^AAGTGTATGTTTTCATGTA^ 
GTTCTATTCACAATGTGCTTTGAATTTATATTACATAATAGCCACTTGAAACTGGAGTGAGAAGCTGGTTACTTG 
40 CTTGCAGTGCATCAGAACCAAGGTTTCTGGGGTGGCCCCTGCAGGTTCACTCCGCCCAGGAGATCAAAAAGGATG 
CGGTCTCTACATTCTTAAATGCCACAGTCCCCTACCAACGGCTTAGGTGGAAGCACAGCTCCCAC^TCAGCACTG 
ATGCCCTGGCGCGGCCAGCACTGCCTCTACGAGGCCACACCTGCCTCTGCCAAGGCCACTGGCCCTCATTCATCT 
GCGGGGACGTTCTAGAGATATGCACTTACAG 

45 SEQIDNO:291 

>GL3_4.03_B_M13F Direction: sense 

C^GGGGTCAAAACAACATCATGGTACAACTTCTGGTAACATGTCAGTGGGCAACAAAGTGTATGTTTTCATGTAG 
GTTCTATTCACAATGTGCTTTGAATTTATATTACATAATAGCCACTTGAAACTGGAGTGAGAAGCTC 
CTTGCAGTGCATCAGAACCAAGGTTTCTGGGGTGGCCCCTGCAGGTTCACTCCGCCCAGGAGATCAAAAAGGATG 
50 CGCTCTCTACATTCTTAAATGCCACAGTCCCCTACCAACGGCTTAGGTGGAAGCACAGCTCCCACATCAGCACTG 
ATGCCCTGGCGCGGCCAGCACTGCCTCTACGAGGCCACACCTGCCTCTGCCAAGGCCACTGGCCCTCATTCATCT 
GCGGGGACGTTCTAGAGATATGCACTTACAG 

SEQ ID NO:292 

55 >GIi3_4. 03_B_M13R Direction: anti-sense 

CTGTAAGTGCATATCTCTAGAACGTCCCCGCAGATGAATGAGGGCCAGTGGCCTTGGCAGAGGCAGGTGTGGCCT 
CGTAGAGGCAGTGCTGGCCGCGCCAGGGCATCAGTGCTGATGTGGGAGCTGTGCTTCCACCTAAGCCGTTGGTAG 
GGGACTGTGGCATTTAAGAATGTAGAGAGCGCATCCTTTTTGATCTCCTGGGCGGAGTGAACCTGCAGGGGCCAC 
CCCAGAAACCTTGGTTCTGATGCACTGCAAGC 
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ATATAAATTCAAAGCACATTGTGAATAGAA 
AAGTTGTACCATGATGTTGTTTTGACCCCTG 

SEQIDNO:293 
5 >GL3_4.03_C_M13F Direction: anti-sense 

CTGTAAGTGCATATCTCTAGAACGTCCCCGCAGATGAATGAGGGCCAGTGGCCTTGGCAGAGGCAGGTGTGGCCT 
CGTAGAGGCAGTGCTGGCCGCGCCAGGGCATC^GTGCTGATGTGGGAGCTGTGCTTCC^CCTAAGCCGTTCGTA^ 
GGGACTGTGGCATTTAAGAATGTAGAGAGCGCATCCTTTTTC 

CCCAGAAACCTTGGTTCTGATGCACTGCAAGCAAGTAACCAGCTTCTCACTCCAGTTTCAAGTGGCTATTATGTA 
10 ATATAAATTCAAAGCACATTGTGAATAGAACCTACATGAAAACATACACTTTGTTGCCCACTGACATGTTACCAG 
AAGTTGTACCATGATGTTGTTTTGACCCCTG 

SEQIDNO:294 

>GL3_4 .03_C__M13R Direction: sense 

15 CAGGGGTCAAAACAACATCATGGTACAACTTCTGGTAACAT 

GTTCTATTCACAATGTGCTTTGAATTTATATTACATAATAGCCACTTGAAACTGGAGTGAGAAGCTGGTTACTTG 
CTTGCAGTGCATCAGAACCAAGGTTTCTGGGGTGGCCCCTGCAGGTTCACTCCGCCCAGGAGATCAAAAAGGATG 
CGCTCTCTACATTCTTAAATGCCACAGTCCCCTACCAACGGCTTAGGTGGAAGCACAGCTCCCACATCAGCACTG 
ATGCCCTGGCGCGGCCAGCACTGCCTCTACGAGGCCACACCTGCCTCTGCCAAGGCCACTGGCCCTCATTCATCT 

20 GCGGGGACGTTCTAGAGATATGCACTTACAG 

SEQIDNO:295 

>GL3_4.03_D_M13F Direction: anti-sense 

CTGTAAGTGCATATCTCTAGAACGTCCCCGCAGATGAATGAGGGCCAGTGGCCTTGGCAGAGGCAGGTGTGGCCT 
25 CGTAGAGGCAGTGCTGGCCGCGCCAGGGCATCAGTGCTGATGTGGGAGCTGTGCTTCCACCTAAGCCGTTGGTAG 
GGGACTGTGGCATTTAAGAATGTAGAGAGCGCATCCTTTTTGATCTCCTGGGCGGAGTGAACCTGCAGGGGCCAC 
CCCAGAAACCTTGGTTCTGATGCACTGCAAGCAAGTAACCAGCTTCTCAC 

ATATAAATTCAAAGCACATTGTGAATAGAACCTACATGAAAAGATACACTTTGTTGCCCACTGACATGTTAC 
AAGTTGTACCATGATGTTGTTTTGACCCCTG 

30 

SEQDDNO:296 

>GL3_4.03_D_M13R Direction: sense 
CAGGGGTCAAAAG^CATCATGGTACAACTTCTGGTAACAT^ 

GTTCTATTCACAATGTGCTTTGAATTTATATTACACAATAGCCACTTGAAACTGGAGTGAGAAGCTGGTTACTTG 
35 CTTGCAGTGCATCAGAACG^GGTTTCTGGGGTGGCCCCTGCAGG^^ 
CGCTCTCTACATTCTTAAATGCCACAGTCCCCTACCAACGGCTT^ 

ATGCCCTGGCGCGGCCAGCACTGCCTCTACGAGGCCACACCTGCCTCTGCCAAGGCCACTGGCCCTCATTCATCT 
GCGGGGACGTTCTAGAGATATGCACTTACAG 

40 SEQIDNO:297 

>gi|22051279|ref | XM_040265 . 5 | Homo sapiens KIAA0217 protein (KIAA0217) , 
mRNA 

AGCATCCTGAGGTTAGCATTACACTTCTCCCAGTGGAGCCCATGACTTCTGATCAGGACGCTAAGGTTGT 
GGCTGAAC CGCAGACGCAGAGAGTCCAGGAGGGCAAGGAC AGCGCT CATCTGATGAATGGTCCTATATCT 
45 CIZ^AACCACTTCTCAGACAAGTTCCATCCCACCTTTGAGTCAGGTACCAGCAACTAAGGTTTCAGAGCTGA 
ACCCTAATGCAGAAGTGTGGGGGGCTCCTGTGTTACATCTGGAAGCAAGCAGTGCTGCTGACGGTGTGAG 
TGCTGCATGGGAGGAGGTGGCTGGCCACCACGCAGACCGTGGCCCGCAGGGATCGGATGCCAATGGTGAT 
GGTGACCAGGGCCATGAGAATGCCGCATTGCCAGACCCGCAGGAGTCGGACCCAGCAGACATGAACGCTC 
TCGCTCTGGGTCCCTCAGAATATGACTCTCTGCCTGAAAATAGCGAGACAGGAGGAAATGAGTCTCAACC 

50 

AGAGAGGCAGGAAGACCCCCGAGAAGTACTTAAAAAAACATTGGAATTCTGCTTATCTAGGGAGAACCTT 
GCTAGTGACATGTATCTTATATCACAGATGGATAGTGACCAGTATGTGCCAATCACAACGGTGGCTAACC 
TCGACCACATCAAGAAGCTCAGCACTGATGTGGACTTGATTGTC 

CCAAGTGGATGAAAAGGGAGAAAAAGTAACKrCCAAATCAAAATCGCTGCATAGTAATATTGCGTGAAATA 
TCTGAATCTACC CC CGTGGAAGTAATAGAAGCACTATTTAAAGGAGATAATTT AC CAAAATTTATAAACT 

55 GTGAATTTGCATATAATGATAATTGGTTTATTACATTTGAAACAGAAGCTGATGCACAACAGGCTTACAA 
ATACCTTCGAGAAGAAGTCAAAACTTTTCAAGGAAAACCAATTAAGGCACGGATAAAAGCAAAGGCAATA 
GCTATAAACACATTTTTGCCAAAGAATGGATTTAGACCCCTGGACGTGAGCCTGTATGCCCAGCAGCGCT 
ACGCGACGTCGTTCTACTTCCCTCCCATGTACAGCCCCOVGCAGCAGTTCCCCCTGTACAGCCTGATCAC 
TCCCCAGACGTGGTCAGCAACGCACAGCTATCTTGACCCACCCTTGGTAACTCCATTTCCAAATACTGGA 

60 TTTATAAATGGGTTTACGTCTCCAGCGTTCAAGCCTGCGGCGTCTCCTCTGACTTCTCTCAGACAGTATC 
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CTCCTCGAAGCAGGAATCCTAGTAAA.TCTCATCTGCGGCATGCGATTCCTAGTGCAGAGAGGGGACCTGG 

GTTATTAGAAAGTCCTTCAATATTTAACTTCACTGCAGATC^ 

ACAAGKX!AAG(^GGTCAAACTAGAACACGGATTCAAA 

CTGGGCGTGTGGAGCCAGGCAGTCTCGAATCCTCTCCTGGTTTAGGGAGGGGAAGGAAGAATTCCTTTGG 
5 CTACCGGAAGAAAAGGGAGGAGAAGTTTACAAGCAGCCAGACAGAGTCTCCAACGCCACCAAAGCCTCCG 
TCGCCAAGCTTCGAGCTGGGGCTGTCCAGCTTCCCTCCATTACCTGGAGCTGCCGGCAATTTGAAGACAG 
AGGACTTGTTTGAAAACAGGCTATCTAGCTTGATAATAGGACCATCCAAAGAAAGGACCCTCAGTGCAGA 
CGCAAGCGTGAACACCCTTCCTGTAGTGGTCTCCAGAGAGCCCTCGGTGCCGGCTTCTTGTGCTGTATCA 
GC^CGTACGAGCGATCCCCCTCCCCAGCTCATTTACCCGATGATCCCAAGGTGGCGGAGAAACAGAGGG 

10 AAACCCACAGTGTGGACAGACTTCCTTCCGCCCTCACTGCGACCGCGTGTAAATCGGTGCAGGTGAACGG 
AGCCGCCACGGAATTGCGAAAGCCCAGCTACGCAGAGATTTGTCAGAGAACGAGTAAAGAGCCTCCTTCT 
TCCCCATTGCAACCCCAAAAAGAACAAAAGCCAAAGACTGTTGGTTGTGGGAAGGAGGAAAA 
CAGAGCCCGCAGAGAGATACCGGGAGCCCCCAGCCCTCAAGTCCACACCTGGAGCCCCCAGAGACCAGAG 
GCGGCCGGCGGGGGGCCGGCCCTCGCCCTCGGCCATGGGGAAGCGTCTCAGCCGAGAGCAGAGCACTCCC 

1 5 CCCAAGTCTCCTCAGTGAAAACCGTACGTCTGGGAGGGGTCGCAGAGCGCTGTGTTAACCACAAACGAGA 
CACTCTCCCACTCAGTGCGAGGGCGAGCCGCTGGTTAGGAGCTTGCAGTGTCTGAGGCCTGTGGGATCCT 
CAAGTTGGTTTTCTTCTGTGAGTTGGATTCTCCCCCTC 

AATACAAACCTTATTTTAGGTTGGTGCTTAACTGGAGGTGATGCATAAGTCTGATTTTTTTTTCCAAGAT 
^ AGAAAAAGCATTTATCCTAACAAATTGGTATTTTTTATTAAGCCTCCATGTGGCTCTGAATGCAAGCTAT 

TGCATATCTCTAGAACGTCCCCGCAGATGAATGAGGGCCAGTGGCCTTGGCAGAGGCAGGTGTGGCCTCG 
TAGAGGCAGTGCTGGCCGCGCCAGGGCATCAGTGCTGATGTGGGAGCTGTGCTTCCACCTAAGCCGTTGG 
TAGGGGACTGTGGCATTTAAGAATGTAGAGAGCGCATCCTTTTTGATCTCCTGGGCGGAGTGAACCTGCA 
GGGGCCACCCCAGAAACCTTGGTTCTGATGCACTGCAAGCAAGTAACCAGCTTCTGACTCCAGTTTCAAG 
25 TGGCTATTATGTAATATAAATTCAAAGCACATTGTGAATAGAACCTACATGAAAACATACACTTTGTTGC 
CCACTGACATGTTACCAGAAGTTGTACCATGATGTTGTTTTGACCCCTGTGAGCTGATGGCCCCGGCCCT 
GCTCTGTGCACATTTCTGTCCGTGTTCCCCAGCACTCTGGTTGGAGAGAGTCCACATCTTCAGCTCCGTG 
TGGACATCTCCCTGTACCTCTGCATCAGCACATGGATTTAAGAGTTATGTAATCGTGAGAGAATGGTGTT 
TGTGGTTTTTCCCCCTCTTTGGCTGGTGGAGGATAAAGTTCCTGCTCTTTTACCTCCAAGACGAGGGCCT 

30 

CATTGATTC^CTTCCAGAAGTGCTGCACTTCTGAAGAACAAGGATGCACTAAAGTTAGCAAGTTTATAAT 
AAAGTTAAATATAAATTATTTTGTTTTAAAATGCCT 

AATAAGAATATTTCCTGCTAAATGTAACCATACACTTTATTCCACAAAATGTTATTTAACAAGACTGAG^ 

CTTTGCCTTAACTTTTGTATAAGACAGCTTAGAGTCCATGGAGCCCGGCCCTGGGTTGGCGTGAGTGGGT 
35 CAGAGTTACTCAGTTACTGCGTGGATCTCCTGTCGCTAGTTTTACTGAGTAAGCATACTGTAGTACAAGA 
GCTAGTAGTAGTTTTTGTAATATACCTTAAAGATCTTCAACAGTTGATCTTTTTTCAGAATGTTGGAAAA 
TCCTGTAAATGCAAATAGTCAATACTGTATTAAATACGTGCACTTGGAGTGTGCTTCGCTTGTACAGTTG 
TAAATAATCAGAACATATGAAAAAGGTACCCTACAGAGAAAATTCTGATACAGATTATTGATATATTATA 
AATGTTGCTGTTGAGCGGGATGTAGATAAACTAAATGTTGTGGTTTGAATATTATTTTGATTTGTTGAGA 
40 TTTTCTTTTTTCTCTTACATCGGTGTGTTGAACTGATTCTGCCTCTTTGCTGCAAAAGGGAATTGGAAAG 
TCTTATTAAAAGCCTCCAGATGTTTTCATACTCTTTTAAAATGTATGTAAATGCATACTAATCATATCTA 
ATGTGAAAGAGTTTTAAAGTATATAGAGAGCAAAAACTGGCAGGATCGTAAGTGAAGGTGACTAGTAATC 
TAATTTAAATGACCTGCAGCTAAGCATGATTGACCCTGCCAGAGGAAAACATGCCTATTTGACCATTTCC 
TTTAAAGCAGTTGCCATTATTCAAATACAGAGAAATAGC CAC AGGGCTAGTGTTTTT CAAATGCATTTTA 

45 

AAGAACATGGGGATTTTTTTTTGTAGTTGTCAGTTCACTGACCAAAAAAAAAAAAAAAATCAGAAATAAT 
TGATCTGTGAAACCCAAACTCTCAATACTCAGAAAGCTGGGAGGCAACCTCGAGGCCTGGGCCTACGAGC 
TGCATCTTCGCTACGGAAGGGCCAGGGCGCCATCAGCCATTCCCAAAACACAAGGCCTGCCCGTCCGCCA 
GTGAGTCCTTGGTTTTTAATAATGAGAAGTCCTTTCCCCCAAGGTGTGAGCATTGCAGCGCAGTGTGTGT 
GTGTGGTTAGAGCCAGCTTAGTCCTTCACTTTGTCGACCGAAGTGGGAGCTCAACAGCTGCATGAGGAGG 

50 GCAGCGCGTGCATTAGCCAGTCGCCACTGGAGGGCTCTGCTGCCCTCCGGTCAATACACTGTAGTTACTG 
CCTAGCCAGCAGCAGTCTTCTGCATCAAGAACTGAAACGTTGCTCGGAGGTGATTTTTATAGCATCCTTT 
TTAATTAAAGGTGAAATAGAGATTGCTATATAATGTCTGAAAAAACCTGATACTACTTCAAGAGTTTCTG 
CTCAGAAGAAAATGAGAGTTATCATAATAGGAAGCTGTGGCGGTCCATGCCAACTGTGCTGTGTCACATA 
CAGCGATGAGAGTGGCTTTGATACTTTTTTTTTTTTTAAGTTAACACCOTCCTTT 

55 TC^GGTTATAGAATC^GAGATGCAGCAGTGACAAATGGCATTTTAACTTGTAAAATCGTGTGATGATGCT 
TATCATTTTGAAATAGAAGAATAAAAACCTGGTCCCGTTT^ 
GTTCTCTGAGAGTGAGTGTCTTGACATTTTCACCCAGGCCCT^ 

GCGGGTGGCCGTAAACGTCCTGCGTTGCTATATTAGGATCTCTGCAGTTCAGGCTTCAAAACCAGTTCAG 
TGTATCCGGGCGACGGGTAGTGGTGGTGCATGCCTGTCTGTGTGCCCCGCTGGCGAGCTGTAGTTGCGGC 
60 TTGCGTGCCTCGCGGCCCACTACAGGGCTGCAGACAATCGAGGCGAGGGCGCTGGCCGCCAGCAGCTCAC 
AGCGCGGGGGTCATGTGGTCGCTCCTCGAGGGTTTCGTTTTTGTTCTGCTTCATTAAGACTGGAATCAAG 
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CTTACATGTAAACTATTGGTAATTTAAGTTTCCTTTTGTC 
AAAAATGTAGGTTATGAAAATAAAGATTTAGGCACTGTTC 

SEQ ID NO:298 

5 >gi 1 20543999 1 ref |XP_040265 . 4 | similar to no similarities to reported gene 
products [Homo sapiens] 
MTSDQDAK\AfAEPQTQRVQEGKDSAHLMNGPISQ 

EASSAADGVSAAWEEVAGHHADRGPQGSDANGDGDQGHENAALPDPQESDPADMNALAL 
SETGGNESQPDSQEDPREVLKKTLEFCLSRENIASDMYLISQ^ 
10 VEVLRSLPLVQVDEKGEKVRPNQNRCIVILREISESTPVEVIEAL^ 

TEADAQQAYKYLREEVKTFQGKPIKARIKAKAIAINTFLPKNGFRPLDVSL^ 

QQPPLYSLITPQTWSATHSYLDPPIjVTPFPNTGFINGFTSPAFKPAASPLTSLRQYPPRSRNPSKSHIiRH 
AIPSAERGPGLLESPSIFNFTADRIjINGVRSPQTRQAGQTRTRIQNPSAYAKREAGPGRVEPGSLESSPG 
LGRGRKNSFGYRKKREEKFTSSQTQSPTPPKPPSPSFELGIjSSFPPLPGAAGNLKTEDLFENRLSSL 

15 

PSKERTLSADASWTLPVWSREPSVPASC^VSATYERSPSPAHLPDDPKVAEKQRETHSVDRLPSALTA 
TACKSVQVNGAATELRKPS YAE ICQRTS KEPPS SPLQPQKEQKPNTVGCGKEEKKLAEPAERYREPPAIiK 
STPGAPRDQRRPAGGRPSPSAMGKRLSREQSTPPKSPQ 

SEQIDNO:299 

20 Novel (KIAA1583) 

>GL2_89_2B04_G3F1 Direction: N/A 

ACTGCAGGTGGCAGCACGGGCGCGCCGCTCGGGCTCATCTGACGCCTCTGCAGCGGGTTCCGCAGGCCTGCAGGG 
CGGGGAGGCCGGGACTGGGCGTCAGCGCTGAANGGGCCCAGCTGCCAGGGGGCCAGCTGCTGGAGAACCGCAGCT 
CGTCCCCGGCGGCTCCTAATCACCAGCAGCTCCTGTTTCTCAAACGC^GACATCCXSCCCTCTTGGGGTCAGGCCC 

25 

TTCCACCTGCAGTGCGAGCCGCCCAGCCACTCCCGACTGGCGCTATGCCTCGATCACCGCTCTTGCTCCCAAGTG 
GACCGCAGGGTGAGACGCTCTCTTACGTGGGACCCTGGGTGTGCGCTCACTCTCTGAAGGGCCTGGAAGCTAGAT 
TCCAGAGGCGTGGGCCAACTCTCCCTGGGTTTTTGGGTGAGCCCCCTCCGAGGGTGTTCATTTCCTGAGCTCTGT 
GTCATCTTAAGCTCTGAGGGTNCGNAGAAACCAGACAGTGGTTAGATAGATAAAGCGGGCGGTCGAATAATCTGA 
GGTCTGATACTCACTGACTGTCGTAAGGGCGAATTACGGGGCGNTAAAATTCNAATTGCCTATAGTGAGTCTGTA 

30 

TTACAAATTCACTGGCGCGGTTTTACAAANGTCGTGACTGGGAAAACCCTGGCGTTACCCAACTTAATCGCTTGA 

GGAATCCCCCTTTCGCAGTGGGGTATAGGAGAAGGCGACGAATGCCTCCAACAGTGGGCAGCNAAGTACGACGGT 

AAGGGTANACCTATAAAGAAANCGGACGCGGNGGAGCACGGGAAAATACCGGAGAGAGTGNGACCCCTGCCAGAC 
GGATTG 

35 SEQIDNO:300 

>GIi2_202_3_M13F Direction: anti-sense 

ACCCTCAGAGCCTAAGATGACACAGAGCTCAGGAAATGAACACCCTCGGAGGGGGCTCCCCAAAACCCAGGGGAG 
AGGTGGCCCACGCCTCTGGAATCTAGCTTCCAGGCCCTTTTTCAGAGAGTGAGCGCCCCCAGGGGTCCCCGTAAG 
AGAGCGTCTCCCCTGCGGTCCACTTGGGAGCAAGAGCGGTGATCGAGGCATAGCGCCAGTCGGGAGTGGGCTGGG 

40 

GCGGCTCGCCTGCAGGGTGGAAGGGCCTGACCCCAAGAGGGGCGGATGTCTGCGTTTTGAGAAACAGGAGCTGCT 
GGTGATTAGGAGCCGCCGGGGACGAGCTGCGGGTCT 

SEQ ID NO:301 

>GL2 2 02 3 M13R Direction: sense 

45 

ACTGCAGGTGGCAGCCACGGGGCGGCCGCCCCCGGGTCGGCTCATCTGACGCCTCTGCAGCGGGTTCCGCAGCCT 
GCAGGGCGGGGAGGCCGGGACTGGCCGTCAGCGCTGAACGGCCCAGCCTGCCCAGGCCCAGCTGCTGGAGACCCG 
C^GCTCTGTCCCCGGCGGCTCCTAATCACCAGCAGCTCCTGTTTCTC^AACGC^GACATTCGCCCCTCTTGGGGT 
CAGGCCCTTCCACCTGCAGGCGAGCCGCCCAGCCACTCCCGACTGGCGCTATGCTC 

50 SEQIDNO:302 

>GL2_8 9_2B01_G3F1 Direction: sense 

ACTGNTAGNGTGGCAGCACGGGCGCGCCGCTCGGCCTCATCTGACGCCTCTGCAGCGGGTTCCGCAGNGCCTGCA 
GTGGGCGGGGAGTGCCGGGACTGGCCGTCAGCGCTGAACGGGCCCAGCTGGCCAGGGGCCAGCTGCTGGAGACCC 
GCAGCTCGTCCCCGGCGGNTCCTAATCACCAGCAGCTCCTGTTTCTCAAACGCAGACATTCTGGCCCTCTTGGGG 

55 

TCAGTGCGCCTTCCACCTGCAGTGCGAGCCTGGCCCAGACCACTCCCGACTGGCGCTATGCCTCGATCACCGGTC 
TTGCTCCCAAGTGGACCGCAGGGTGAGACGCTCTCTTACGGGGACCCTGGGGGCGCTCACTCTCTGAAGTGGCCT 
GGAAGCTATGATTCCAGAGGCGTGGGCCAACTCTCCCTGGGTTTTGGGGAGCCCCCTCCGAGGGTGTTCATTATC 
CTGAGCTCTGGTGTCATCTTAGGCTCTGA 

GCGGTCGACATAGATCTGAGGTCTGATACTCACTGACTGTCGTAAGGGCGAATTC 

60 
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SEQIDNO:303 

>GI,2_89 t _2B02_G3Fl Direction: sense 
ACTGCAGGTGGCAGCCACGGGCGCGCCGCTCGGCCT 

GCGGGGAGGCCGGGACTGGCCGTCAGCGCTGAACGGGCCCAGCCTGCCCAGGGCCCAGCTG 
5 CTCGTCCCCGGCGGCTCCTAATCACCAGCAGCTCCTGTTTCT 

CCCTTCCACCTGC^GNGCGAGCCGCCCCAGCCCACTCCCGACTGGCGCTATGCCTCGATCACCGCTCTTGCTCCC 
AAGTGGACCGCAGGGGAGACGCTCTCTTACGGGGACCCTGGGGGCGCTCACTCTCTGAAGGGCCTGGAAGCTAGA 
TTCC^GAGGCGTGGGCCACCTCTCCCTGGGTTTTGGGGAGCCCCCTCCGAGGGTGTTCATTTCCTGAGCT 

10 SEQIDNO:304 

>GL2_89_2B03_G3F1 Direction: sense 

C^GTGGTTAGATAGATAAAGCGGCCGCTCGACTAGTCTGAGGTCTGATACTCACTGACTGTCGTAAGGGCGAATT 
CGCGGCCGCTAAATTCAATTCGCCCTATAGTGAGTCGTATTACAATTCACTGGCCGTCGTTACAACGTCGTGACT 
GGGAAAAACCCTGGCGTTACCCAACTTAATCGCCTTGCAGCACATCCCCTTTCGCAGCTGGCGTAATAGCGAAGA 
15 GGCCCGACCGATCGCCTCCCAACAGTGCGCAGCTATACGTACGGGAGTAAGGGTNCACCTATNAAGAANAGCGAC 
CGCCGGTGGGCGNCACCACAGGGACAANAATGGACGCACGANCAACGAACGTCACCCAGAACAGA 
AAAAANCCGAAAAACNGAGAGACTAAGGAAAAl^CAAAACAAAAACACAAGAAAACGAACC 

SEQ1DNO:305 

20 >GI.2_89_2B05_G3F1 Direction: N/A 

ACTGCAGGTGGCAGCCACGGGCGCGCCGCTCGGCCTCATCTGACGCCTCTGCAGCGGGTTCCGCAGGCCTGCAGG 
GCGGGGAGGCCGGGACTGGCCGTO^GCGCTGAACGGCCCCAGCCTGCCCAGGGGCCCAGCTGCTGGAGACCCGCA 
GCTCGTCCCCGGCGGCTCCTAATCACCAGCAGCTCCTGTTTCTCAAACGCAGACATCCGCCCCTCTTGGGGTCAG 
GCCCTTCCACCTGCAGGCGAGCCGCCCCAGCCCACTCCCGACTGGCGCTATGCCTCGATCACCGGTCTTGCTCCC 

25 AAGTGGACCGCAGGGGAGACGCTCTCTTACGGGGACCCTGGGGGCGCTCACTCTCTGAAGGGCCTGGAAGCTAGA 
TTCCAGAGGCGTGGGCCACCTCTCCCTGGGTTTTGGGGAGCCCCCTCCGAGGGTGTTCATTTCCTGAGCTCTGTG 
TCATCTTAGGCTCTGAGGGT 

SEQ ID NO:306 

30 >GL2_89_2B06J33F1 Direction: N/A 

ACTGCANGTNGNAGCCACGGGCGCGCCGCGTCGGGCTCATCTGACGCCTCTTTCAGCGGGGTTCCGCAGTGCCTG 
CAGGGGCGGGGAGTGCCGGGACTGGGCGTCAGCGCTGAAAGGGCCCAGCTGTCCAGTGGGCCAGCTGCTGGAGAA 
ACCGCGAGGNGTCTGGTTCCCGGCGGGGTCCCTAAGTNACCAGCAGAGNGTCCTGGTTTCTCAAAACGCAGACAT 
TCTGGCCCTCTTGGGGGTCAGGGCCTTTCACCTGCAGGCGAGCCCGCGCCCAGNGGCCGACGGTCCCCGAAACAT 

3 5 GGGGCGGCGTAATTGTCCTTCTCGAATCTAAACAGCGGTCC 

SEQIDNO:307 

Clone 89 -Novel (KIAA1583)> 

ACTGCAGGTGGCAGCCACGGGCGCGCCGCTCGGCCTCATCTGACGCCTCTGCAGCGGGTTCCGCAGGCCTGCAGG 
40 GCGGGGAGGCCGGGACTGGCCGTCAGCGCTGAACGGCCCAGCCTGCCCAGGGCCCAGCTGCTGGAGACCCGCAGC 
TCGTCCCCGGCGGCTCCTAATCACCAGCAGCTCCTGTTTCTCAAAACGCAGACATCCGCCCCTCTTGGGGTCAGG 
CCCTTCCACCCTGCAGGCGAGCCGCCCCAGCCCACTCCGGACTGGCGCTATGCCTCGATCACCGCTCTTGCTCCC 
AAGTGGACCGCAGGGGAGACGCTCTCTTACGGGGACCCTGGGGGCGCTCACTCTCTGAAGGGCCTGGAAGCTAGA 
TTCCAGAGGCGTGGGCCACCTCTCCCTGGGTTTTGGGGAGCCCCCTCCGAGGGTGTTCATTTCCTGAGCTCTGTG 
45 TCATCTTAGGCTCTGAGGGT 

SEQ ID NO:308 

>gi 1 10047240 | dbj |AB046803.l| Homo sapiens mRNA for KIAA1583 protein, 
partial cds 

50 GTGGTGAGAGGGGAAGGGACATTTACAGCCCTTTTCTCCCTCCCTTGCCCACAACTACTGTGCCCCAGCA 
TGGCACCCGGGTCAGCCCCTGCCAGCTCTGGAGCTGTCATCATCTCTCCCTCTTATGCCTCTTCAGTGGA 
CTGTGGCCAGGCTCCCCTGGACCCTGTCTACCTGCCGGCAGCCCTGGAGCTCCTAGACGCCCCTGAACAC 
TTCCGTGTGC^GCAGGTGGGCCACTACCCACCTGCCAACTCCTCTCTGAGCTCCCGATCTGAGACCTTTC 
TGCTCCTACAGCCCTGGCCCAGGGCCCAGCCACTTCTCCGGGCCTCCTACCCACCTTTTGCCACTCAGCA 

55 GGTGGTCCCCCCTCGAGTCACTGAGCCCCACCAACGGCCAGTCCCATGGGACGTGCGGGCCGTTTCAGTG 
GAAGCGGCTGTGACTCCAGGAGAGCCCTACGCCCGGGTTCTCTTCCACCTCAAAGGGO 
CAGGGTCTGGCAGCCTGCCCTGTGCCCGGCTCCATGCCACACACCCTGCCGGCACTGCTCACCAAGCCTG 
CCGCTTCCAGCCATCCCTGGGCGCCTGCGTGGTGGAGCTGGAGCTTCCCTCGCACTGGTTCTCACAGGCC 
TCCACCACACGGGCCGAGCTGGCCTACACGCTTGAGCCTGCAGCTGAGGGCCCTGGGGGCTGTGGCTCCG 

60 GCGAGGAGAACGACCCTGGGGAGCAGGCCCTCCCAGTGGGGGGTGTGGAGCTGCGCCCAGCAGACCCCCC 
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GC^GTACCAXSGAGGTACCTCTGGACGAGGCTGTGACTCTGCGGGTGCCTGACATGCCAGTGCGGCCCGGC 
CAGCTCTTTAGTGCTACCCTCCTGCTTCGGCACAACTTCAC^GCC^GCCTCCTGACCCTGCGGATC^AGG 
TGAAGAAGGGGCTGCATGTGACAGCCGCCCGCCCAGCC^ 
CTTC^GGGCTCCAGGC^CCACACC^ 
5 AGTCCCCTTGAACTGTCTGAGTTCCTATGGGTGGACTTTGTGGTGGAGAATAGCACTGGTGGGGGCGTAG 
CGGTCACTCGCCCCGTCACGTGGCAGCTGGAGTACCCAGG^ 

GGTGTGGGAAATCCTGGTGTCTGAGCGGGACATCAGAGCCCTTATCCCACTGGCCAAGGTAAGGAGACCT 
CCATCTCTGCCTGGGAAGGCTGGAGGCCAAGTCCCAGGAGCCCCATGAGCTGAGGGGCCTGGGGCTGAGC 
CCCTCCTCCACCCCCAGGCTGAGGAGCTGGTGAATACAGCACCACTGACTGGAGTGCCCCAGCATGTCCC 
10 CGTGCGCCTTGTCACTGTGGACGGCGGGGGGGCCTTGGTGGAGGTGACAGAGCATGTCGGCTGCGAGTCT 
GCCAAC^CACAGGTCCTGCAGGTGAGTGGCAGGTGCCCAGCTCATGTGAGTCTGCATOTGTGTGGGCAC^ 
GTTACGCACACACACCTTTCCTCCTTCCTCATGTGGGTC^ 

AACCTCATGGGAGGAACCACAGCTTCAACTTCTTTTGTTCCAGCCACCTCTCTCCCGAGTCAAGTAACCC 
TAACAGCCCCCCGACCTTAGAC^CTTTCACGCTCATTATTGCACTGGCAAGTGCGCTGGCCTGAGAGAGT 

1 5 CGAGAGCACATACTCTGGGATGAGAAAGTTTTAGTTTGAAAC^CATCTTTGTTGTCAACCAGCTTTGTGA 
TCATGGGCTGGTCTCTTAACCTCTCTGAGGCTCGTTACCTAAACTTTAAAATGAGAACATATCTTCGGGT 
TGTTGTAAGAATTAAAAGCACTTTAAGACAGTATTTAGCAGATAGCAGGGGCTGAAACAATGGCAGTTAT 
TGCTGTTATAATATGATGTAATAATTATACAATGGTAAAAATTATTATTATTATTATTACCGGTGATTGT 
GAAGTGAAATAAAAGGGAGGGTGGTAGAGCAACTTCCTCTATCTTGAAGTTCTAAGAGGGGAAGCATGGA 

20 GTCTGCATGTATGCAAATCCCAGCCACCTGAAGGGGGAAGGTGCCTTTCCCCACTTGTGGTCCTTTGCTC 
AAATGTGTGTGGTTCCTGCTGGAGGGCCTTGGTGGGAGATCTGCTTTGTCCCACCTCTGCCTACCTGGCT 
GTAGCTGGTTGCCAGGTGGCTCCAAGAGCAATGTC^VAAGGCC^ 

TTCACACCCCTGCTCTGCCAGGAGGAAGACTGGTATGCAATGGCCAGTTCCCCTGACTGAGCCCCAGGGA 
ACCTCAAGGAATGGCCCCTACAGTAAAATCTTAAACAAAGAACAGGGGCTTAACCAAC2VATCCTGCTGCA 
25 ACATGCATTCCAGTGACACAGAGAGCTG 

TCTCTTCTGGCCCATGCCTTTTTTTTTTTTTTAATCTATTTATTTTGAAACAGAGTCTCACTCTGTCCCC 
AGGCTGGAGTGCAATGGTACAGTCCGGCTCACTGCAGTCTCAGCTACCCAGGCTCAAGGGATCCTCCCAC 
CTCAGCCTCCCCAGTAGCTAGGACTACAGGCATGTGCCACCACACCCGGCTGATTTATTGTATTTTTTGT 
AGAGAGGGAGTTTTGCCATGTTGCCCAGGCTGGTCTCAT^ACTCCTGGACTCAAGCGATCCACCCACCTCG 

30 GCCTCTCAGAGTGCTGGGACTACAGGCATGAGCCACCCACCCGGCCCAGCCTCACACCTGTCTTTAGTGG 
CTTAGCCCGCCCACCTGCCCTCTGCCCTTCCATAGGTGTCTGAGGCCTGTGATGCCGTGTTCGTGGCTGG 
CAAGGAGAGCCGGGGCGCCCGGGGGGTGCGAGTGGACTTCTGGTGGCGCCGGCTCCGCGCCTCGCTGCGG 
CTGACCGTGTGGGCCCCCCTGCTACCGCTGCGTATCGAGCTCACCGACACCACCCTCGAGCAGGTCCGCG 
GCTGGAGGGTACCTGGCCCTGCTGAAGGGTGAGTGGAGGCCTGAGGAAGCTGGCAGGCCTTGGCGAGTCA 

35 CACTGGGACGGAGAGGGCGCAGGGGACACAGCC^TGGGCCCAAGTCGGGGTC^GAAAAACTGCCCTGTTG 
CTTGCAGTTCCTTCTGCCCACCTCCACCCTGGGCCGCCCAGCCAATGATCGCTTTCTGTGAAATTGCTGA 
CTTCCGCATCCCTCTCCTCCTTCCCTGCCTCACTTCTCCCGTAGCACCCTCCACTTCCTAATCTACGTCA 
GTACTGGTTAATGTTGCCTGTCCATCCTTTCCACGCTCCTCCCCCGAGAATGTCAGCCCCTTGAAGCTGC 
GGTCTGTCTATGCTGGTCGTACCCTCAGAGCCTAAGATGACACAGAGCTCAGGAAATGAACACCCTCGGA 

40 GGGGGCTCCCCAAAACCCAGGGAGAGGTGGCCCACGCCTCTGGAATCTAGCTTCCAGGCCCTTCAGAGAG 
TGAGCGCCCCCAGGGTCCCCGTAAGAGAGCGTCTCCCCTGCGGTCCACTTGGGAGCAAGAGCGGTGATCG 
AGGCACAGCGCCAGTCGGGAGTGGGCTGGGGCGGCTCGCCTGCAGGTGGAAGGGCCTGACCCCAAGAGGG 
GCGGATGTCTGCGTTTGAGAAACAGGAGCTGCTGGTGATTAGGAGCCGCCGGGGACGAGCTGCGGGTCTC 
CAGCAGCTGGGCCCTGGGCAGGCTGGGGCCGCTCAGCGCTGACGGCCAGTCCCGGCCTCCCCGCCCTGCA 

45 

GGCCTGCGGAACCCGCTGCAGAGGCGTCGGATGAGGCCGAGCGGCGCGCCCGTGGCTGCCACCTGCAGTA 
CCAGCGGGCCGGTGTGCGCTTCCTCGCCCCCTTCGCGGCCCACCCGCTGGACGGCGGCCGC 

SEQIDNO:309 

>gi | 10047241 | dbj |BAB13409.lj KIAA1583 protein [Homo sapiens] 
50 VVRGEGTPTALPSLPCPQLLCPSMAPGSAPASSGAVIISPSYASSVDCGQAPIjDPVYLPAAIjELLDAPEH 
FRVQQVGHYPPANSSLSSRSETFLIjIaQPWPRAQPLLRASYPPFATQQVVPPRVTEPHQRPVPWDVRAVSV 
EAAVTPAEPYARVLFHLKGQDWPPGSGSLPCARLHATHPAGT^ 
STTRAEIAYTLEPAAEGPGGCGSGEENDPGEQALPVGGVELRPM 
QLFSATLLLRHNFTASI^TLRIKVKKGLH^ 

55 

SPLELSEFLWVDFVVENSTGGGVAVTRPVTWQLEYPGQAPEAEKDKMVWEIIiVSERD 
PSIiPGKAGGQVPGAP 
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SEQIDNO:310 

Novel (KIAA1814) 

>GL2_75_2_M13P Direction: sense 

CTGGACGGCCTGGCTGGGCTGAAGGGCGAGGACAGCCGCAGCAAGGAGGCAGGGGAGGGCGGCCTACCGCTGTGC 
5 C3GGCCCACGGACAAGACCCCACTGCTGAGCGGCAAGGCCGCCAAGGCCCGGGACCGCGAG 

SEQIDNO:311 

>GL2_75_2_M13R Direction: anti- sense 

CTGCCCATGGCGTGCGAGTTGGTCAGTCTGGTGGCAGCGGACGACACGTGCACCATGGCCTGCGGCGGCCGGCAC 

10 

AGAGCTGAACAGCGACTGCAGCACGGAGGAGCCGGCCACGGAGCCGAGGTTGGCCTGCAGGGACATGGGGCCGAG 
CGCGAACTGCGGTCCCGGCGGGAAGGGGCCCAGGAAGGACCGGTGCGTCTGGGCGGAGGACGCCGCGCCGCCTGC 
GGAGGACGCCGCCGGGGCCAGGCCGGGGCCGCTGAGGAGGCTTCCGGGAGGCACGGCCGCCGCAGAGATGAAGAG 
GTTGTGGCCATTCTTGAGGTCGACCTCGCGGTCCCGGGCCTTGGCGGCCTTGCCGCTCAGCAGTGGGGTCTTGTC 
CGTGGGCCCG(^CAGNGGTAGGCCGCCTCCCCTGCCTCCTTGCTGCGGCTGTCCTCGCCCTTCAGCCCAGCCAGG 
15 CCGTCCAG 

SEQIDNO:312 

>GL2_75_3_M13R Direction: anti -sense 

CTGCCCATGGCGTGCGAGTTGGTCAGTCTGGTGGCAGCGGACGACACGTGCACCAGGCCTGCGGGGCGGCACAGA 
20 GCTGAACAGCGACTGCAGCACGGAGGAGCCGGCCACGGAGCCGAGGTTC 

CGAACTGCGGTCCCGGCGGGAAGGGGCCCAGGAAGGACCGGTGCGTCTGGGCGGAGGACGCCGCGCCGCCTGCGG 
AGGACGCCGCCGGGGCCAGGCCGGGGCCGGTGAGGAGGCTTCCGGGAGGCACGGCGCCGCAGAGATGAAGAGGTT 
GTGGCCATTCTTGAGGTCGACT 

25 SEQIDNO:313 

>GL2_81A__D07_G3F1 Direction: IT/ A 

CTGGACGGCCTGGCTGGGCTGAAGGGCGAGGACAGCCGCAGCAAGGAGGCAGGGGAGGGCGGCCTACCGCTGTGC 
GGGCCCACGGACAAGACCCCACTGCTGAGCGGCAAGGCCGCCAAGGCCCGGGACCGCGAGGTCGACCTCAAGAAT 
GGCCACAACCTCTTCATCTCTGCGGCGGCCGTGCCTCCCGGAAGCCTCCTCAGCGGCCCCGGCCTGGCCCCGGCG 
30 GCGTCCTCCGCAGGCGGCGCGGCGTCCTCCGCCC^GACGC^CCGGTCCTTCCTGGGCCCCTTCCCGCCGGGACCG 
CAGTTCGCGCTCGGCCCCATGTCCCTGCAGGCCAACCTCGGCTCCGTGGCCGGCTCCTCCGTGCTGCAGTCGCTG 
TTCAGCTCTGTGCCGGCCGCCGCAGGCCTGGTGCACGTGTCGTC 

SEQIDNO:314 

35 >GL2_81A_D08J33F1 Direction: N/A 

CTGGACGGCCTGGCTGGGCTGAAGGGCGAGGACAGCCGCAGCAAGGAGGCAGGGGAGGGCGGCTACCGCTGTGCG 
GGCCGACGGACAAGACCCCACTGCTGAGCGGCAAGGCCGCCAAGGCCCGGGACCGCGAGGTCGACCTCAAGAATG 
GNCACAACCTCTTCATCTCTGCGGCGGCGTGCCTCCCGGAAGCCTCCTCAGCGGCCCGGCCTGGCCCCGGCGGCG 
TCCTCCGCAGGCGGCGCGGCGTCCTCCGCCCAGACGCACCGGTCCTTCCTGGGCCCCTTCCCGCCGGGACCGCAG 

40 TTCGCGCTCGGCCCATGTCCCTGCAGGCCAACCTCGGCTCCGTGGCCGGCTCCTCCGTGCTGCAGTCGCTGTTCA 
AGCTCTGTGCCTGGCCTGCCGCAGGCCTGGTGCACGTGTCGTCCGCTGCCANACAGACTGACCAACTCGCACGCC 
ATGGGCAG 

SEQIDNO:315 

45 >GIi2_81A_Dll_G3Fl Direction: N/A 

CTGGACGGCTGGCTGGGCTGAAGGGCGAGGACAGCGCAGCAAGGAGGCAGGGGAGGGCGGCTACCGCTGTGCGGG 
CCCACGGGACAAGACCCCACTGCTGAGCGGCAAGGCCGCAAGGCCCGGGACCGCGAGGTCTGACCTCAAGAATGG 
GCACAACTCTTCATCTCTGCGGCGGNCTGTGCCTCCCGGAAGCCTCCTCAGCGGCCCGGCCTGGCCCCGGCTGGC 
TGTCCTCCGCAGTGCTGGCTGCGGCGTCCTCCGCCCAGACGCACCGGTCCTTCCTGGGCCCCTTCCCGCCGGGAC 

50 CGCAGTTCGCGCTCGGCCCATGTCCCTGCAGGCCAACTCGGCTCCGTGGCCGGCTCCTCCGTGCTGCAGTCGCTG 
TTCAGCTCTGTGCCGGCCGCCGCAGGCCTGGTGCACGTGTCGTCCGCTGCCACCAGACTGACCAACTCGCACGCC 
ATGGGCAG 

SEQIDNO:316 

55 >GIi2_81AJD12_G3Fl Direction: sense 

CTGGACGGCCTGGCTGGGCTGAAGGGCGAGGACAGCCGCAGCAAGGAGGCAGGGGGAGGGCGGCTACCGCTGTGC 
GGGCCCACGGACAAGACCCCACTGCTGAGCGGCAAGGCCGCCAAGGCCCGGGACCGCGAGGTCGACCTCAAGAAT 
GGGCACAACTCTTCATCTCTGCGGCGGCCGTGCCTCCCGGAAGCCTCCTCAGCGGCCCGGCCTGGCCCCGGCGGC 
GTCCTCCGCAGGCGGCGCGGCGTCCTCCGCCCAGACGCACCGGTCCTTCCTGGGCCCCTTCCCGCCGGGACCGCA 

60 GTTCGCGCTCGGCCCATGTCCCTGCAGGCC^ACCTCGGCTCCGTGGCCGGCTCCTCCGTGCTGCAGTCGCTGTTC 
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AGCTCTGTGCCGGCCGCCGC^GGCCTGGTGCACGTGTCGTCCGCTGCCACC^GACTGACCAACTCGCACGCCATG 



SEQIDNO:317 

5 Clone 75 -Novel (KIAA1814)> 

CTGGACGGCCTGGCTGGGCTGAAGGGCGAGGACAGCCGCAGCAAGGAGGCAGGGGAGGGCGGCCTACCGCTGTGC 
GGGCCCACGGACAAGACCCCACTGCTGAGCGGCAAGGCCGCCAAGGCCCGGGACCGCGAGGTCGACCTCAAGAAT 
GGCCACAACCTCTTCATCTCTGCGGCGGCCGTGCCTCCCGGAAGCCTCCTCAGCGGCCCGGCCTGGCCCCGGCGG 
CGTCCTCCGCAGGCGGCGCGGCGTCCTCCGCCCAGACGCACCGGTCCTTCCTGGGCCCCTTCCCGCCGGGACCGC 
10 AGTTCGCGCTCGGCCCCATGTCCCTGCAGGCCAACCTCGGCTCCGTGGCCGGCTCCTCCGTGCTGCAGTCGCTGT 
TCAGCTCTGTGCCGGCCGCCGCAGGCCTGGTGCACGTGTCGTCCGCTGCCAC 
TGGGCAG 

SEQIDNO:318 

15 >gi | 22053031 1 ref |XM_046822 . 3 | Homo sapiens KIAA1814 protein (KIAA1814) , 
mRNA 

GCGGCCGTCCACTGGACTCCTGCGCCATATCCTGCAGCAGGTCTACAACCACTCGGTGACCGACCCCGAG 
AAGCTCAACAACTACGAGCCCTTCTCCCCCGAGGTGTACGGGGAGACCTCCTTCGACCTGGTGGCCCAGA 
TGATTGATGAGATCAAGATGACCGACGACGACCTGTTTGTGGACTTGGGGAGCGGTGTGGGCCAGGTCGT 

20 GCTCCAGGTTGCTGCTGCCACCAACTGCAAACATCACTATGGCGTCGAGAAAGCAGACATCCCGGCCAAG 
TATGCGGAGACCATGGACCGCGAGTTCAGGAAGTGGATGAAATGGTATGGAAAAAAGCATGCAGAATACA 
CATTGGAGAGAGGCGATTTCCTCTCAGAAGAGTGGAGGGAGCGAATCGCCAACACGAGTGTTATATTTGT 
GAATAATTTTGCCTTTGGTCCTGAGGTGGATCACCAGCTGAAGGAGCGGTTTGGAAACATGAAGGAAGGT 
GGCAGAATCGTGTGCTCGAAACCCTTTGCACCTCTGAACTTCAGAATAAACAGTAGAAACTTGAGTGACA 

25 TCGGCACCATCATGCGCGTGGTGGAGCTCTCGCCCCTGAAGGGCTCGGTGTCGTGGACGGGGAAGCCAGT 
CTCCTACTACCTGCAC^CTATCGACCGCACCATACTTGAAAACTATTTTTCTAGTCTGAAAAACCCAAAA 
CTCAGGGAGGAACAGGAGGCAGCCCGGCGCCGCCAGCAGCGCGAGAGCAAGAGCAACGCGGCCACGCCCA 
CTAAGGGCCCAGAGGGCAAGGTGGCCGGCCCCGCCGACGCCCCCATGGACTCTGGTGCTGAGGAAGAGAA 
GGCGGGAGCAGCCACCGTGAAGAAGCCGTCTCCCTCCAAAGCCCGCAAGAAGAAGCTAAACAAGAAGGGG 

30 AGGAAGATGGCTGGCCGCAAGCGCGGGCGCCCCAAGAAGATGAACACTGCGAACCCCGAGCGGAAGCCCA 
'-\ AGAAGAACCAAACTGCACTGGATGCCCTGCACGCTCAGACCGTGTCTCAGACGGCGGCCTCCTCACCCCA 
GGATGCCTACAGATCCCCTCACAGCCCGTTCTACCAGCTACCTCCGAGCGTGCAGCGGCACTCCCCCAAC 
CCGCTGCTGGTGGCGCCCACCCCGCCCGCGCTGCAGAAGCTTCTAGAGTCCTTCAAGATCCAGTACCTGC 
AGTTGCTGGCATACACAAAGACCCCCCAGTACAAGGCCAGCCTGCAGGAGCTGCTGGGCCAGGAGAAGGA 

35 GAAGAACGCCCAGCTCCTGGGTGCGGCTCAGCAGCTCCTCAGCCACTGCCAGGCCCAGAAGGAGGAGATC 
AGGAGGCTGTTTCAGCAAAAATTGGATGAGCTGGGTGTGAAGGCGCTGACCTACAACGACCTGATTCAAG 
CGCAGAAGGAGATCTCCGCCCATAACCAGCAGCTGCGGGAGCAGTCGGAGCAGCTGGAGCAGGACAACCG 
CGCGCTCCGCGGCCAGAGCTTGCAGCTGCTCAAGGCTCGCTGCGAGGAGCTGCAGCTGGACTGGGCCACG 
CTGTCGCTGGAGAAGCTGTTGAAGGAGAAGCAGGCCCTGAAGAGCCAGATCTCGGAGAAGCAGAGGCACT 

40 GCCTGGAGCTGCAGATCAGCATTGTGGAGCTAGAGAAGAGCCAGCGGCAGCAGGAGCTCCTGCAGCTCAA 
GTCCTGTGTGCCGCCTGACGACGCCCTGTCCCTGCACCTGCGTGGGAAGGGCGCCCTGGGCCGCGAGCTG 
GAGCCTGACGCCAGCCGGCTGCACCTGGAGCTGGACTGCACCAAGTTCTCGCTGCCTCACTTGAGCAGCA 
TGAGCCCGGAGCTCTCCATGAACGGCCAGGCTGCTGGCTATGAGCTCTGCGGTGTGCTGAGCCGGCCTTC 
GTCGAAGCAGAACACGCCCCAGTACCTGGCCTCAGCCCTGGACCAGGAGGTGGTGCCCTGTACCCCTAGC 

45 CACGTCGGCCGGCCGCGCCTGGAGAAGCTGTCTGGCCTAGCCGCACCCGACTACACTAGGCTGTCCCCGG 
CCAAGATTGTGCTGAGGCGGCACCTGAGCCAGGACCACACGGTGCCCGGCAGGCCGGCTGCCAGTGAGCT 
GCATTCGAGAGCTGAGGAC^CCAAGGAGAACGGCCTTCCCTACCAGAGCCCCAGCGTGCCTGGCAGCATG 
AAGCTGAGCCCTCAGGACCCGCGGCCCCTGTCCCCTGGGGCCTTGCAGCTTGCTGGAGAGAAGAGCAGTG 
AGAAGGGCCTGAGAGAGCGCGCCTACGGCAGCAGCGGGGAGCTCATCACCAGCCTGCCCATCAGCATCCC 

50 GCTCAGCACCGTGCAGCCCAACAAGCTCCCGGTCAGCATTCCCCTGGCCAGCGTGGTGCTGCCCAGCCGC 
GCCGAGAGGGCGAGGAGCACCCCCAGTCCCGTGCTGCAGCCCCGTGACCCCTCGTCCACACTTGAAAAGC 
AGATTGGTGCTAATGCCCACGGTGCTGGGAGCAGAAGCCTTGCCCTGGCCCCCGCAGGCTTCTCCTACGC 
TGGCTCGGTGGCCATCAGCGGGGCCTTGGCGGGCAGCCCGGCCTCTCTCACACCTGGAGCCGAGCCGGCC 
ACCTTGGATGAGTCCTCCAGCTCTGGGAGCCTTTTTGCCACCGTGGGGTCCCGCAGCTCCACGCCACAGC 

55 ACCCCCTGCTGCTGGCACAGCCCCGGAACTCGCTTCCTGCCTCTCCCGCCCACCAGCTCTCCTCCAGTCC 
CCGGCTTGGTGGGGCCGCCCAGGGCCCGTTGCCCGAGGCCAGCAAGGGAGACCTGCCCTCCGATTCCGGC 
TTCTCAGATCCTGAGAGTGAAGCCAAGAGGAGGATTGTGTTCACCATCACCACTGGTGCGGGCAGTGCCA 
AGCAGTCGCCCTCCAGCAAGCACAGCCCCCTGACCGCCAGCGCCCGTGGGGACTGTGTGCCGAGCCACGG 
GCAGGACAGTCGCAGGCGCGGCCGGCGGAAGCGAGCATCTGCGGGGACGCCCAGCTTGAGCGCAGGCGTG 

60 TCCCCCAAGCGCCGAGCCCTGCCGTCCGTCGCTGGCCTTTTCACACAGCCTTCGGGGTCTCCCCTCAACC 
TCAACTCCATGGTCAGTAACATCAACCAGCCCCTGGAGATTACAGCCATCTCGTCCCCGGAGACCTCCCT 



GGCAG 
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GAAGAGCTCCCCTGTGCCCTACCAGGACCACGACCAGCCCCCCGTGCTCAAGAAGGAGCGGCCTCTGAGC 
CAGACCAATGGGGCACACTACTGCCCACTCACCTCAGACGAGGAGCCAGGCTCTGAGGACGAGCCCAGCA 
GTGCTCGAATTGAGAGAAAAATTGCAACAATCTCCTTAGAAAGCAAATCTCCCCCGAAAACCTTGGAAAA 
TGGTGGTGGCTTGGCGGGAAGGAAGCCCGCGCCCGCCGGCGAGCCAGTCAATAGCAGCAAGTGGAAGTCC 
5 ACCTTCTCGCCCATCTCCGACATCGGCCTGGCCAAGTCGGCGGACAGCCCGCTGCAGGCCAGCTCCGCCC 
TCAGCCAGAACTCCCTGTTCACGTTCCGGCCCGCCCTGGAGGAGCCCTCTGCCGATGCCAAGCTGGCCGC 
TCACCCCAGGAAAGGCTTTCCCGGCTCCCTGTCGGGGGCTGACGGACTCAGCCCGGGCACCAACCCTGCC 
AACGGCTGCACCTTCGGCGGGGGCCTGGCCGCGGACCTGAGTTTACACAGCTTCAGTGATGGTGCTTCTC 
TTCCCCACAAGGGCCCCGAGGCGGCCGGCCTGAGCTCCCCGCTGAGCTTCCCCTCGCAGCGCGGCAAGGA 

10 GGGCTCGGACGCC^CCCTTTCCTGAGC^GAGGCAGCTGGACGGCCTGGCTGGGCTGAAGGGCGAGGGC 
AGCCGCGGCAAGGAGGCAGGGGAGGGCGGCCTACCGCTGTGCGGGCCCACGGACAAGACCCCACTGCTGA 
GCGGCAAGGCCGCCAAGGCCCGGGACCGCGAGGTCGACCTCAAGAATGGCCACAACCTCTTCATCTCTGC 
GGCGGCCGTGCCTCCCGGAAGCCTCCTCAGCGGCCCCGGCCTGGCCCCGGCGGCGTCCTCCGCAGGCGGC 
GCGGCGTCCTCCGCCCAGACGCACCGGTCCTTCCTGGGCCCCTTCCCGCCGGGACCGCAGTTCGCGCTCG 

15 GCCCCATGTCCCTGCAGGCCAACCTCGGCTCCGTGGCCGGCTCCTCCGTGCTGCAGTCGCTGTTCAGCTC 
TGTGCCGGCCGCCGCAGGCCTGGTGCACGTGTCGTCCGCTGCCACCAGACTGACCAACTCGCACGCCATG 
GGCAGCTTTTCCGGGGTGGCAGGCGGCACAGTTGGAGGTGTCTTTAACCACGCGGTGCCCTCCGCCTCTG 
CTCATCCGTTTGGAGCCCGTGTCGGCCGCGGGGCTGCATGTGGCAGCGCCACACTGGGCCCGAGCCCGCT 
GCAGGCGGCGGCCAGCGCCTCGGCCTCTTCCTTTCAGGCCCCGGCCTCGGTTGAGACCCGGCCGCCCCCT 

20 CCGCCTCCGCCTCCGCCTCCCCCGCTGCCCCCGCCTGCGCACCTGGGCCGGTCCCCCGCGGGGCCGCCCG 
TCCTCCACGCCCCCCCTCCACCTAACGCCGCCTTGCCTCCTCCCCCAACGCTGCTGGCCTCTAACCCTGA 
GCCCGCGCTTCTGCAGAGCCTCGCGTCCCTCCCGCCTAACCAAGCTTTCTTGCCCCCCACCTCTGCTGCC 
TCTCTGCCGCCTGCTAACGCCTCTTTGTCTATCAAGCTCACCTCCCTCCCGCACAAGGGCGCCCGCCCCT 
CCTTCACGGTGCACCACCAGCCCCTGCCCCGGCTGGCCCTGGCCCAGGCCGCGCCCGGGATCCCACAGGC 

25 CAGCGCCACGGGGCCGTCCGCGGTGTGGGTGTCCCTCGGCATGCCGCCTCCCTATGCCGCGCACCTTTCG 
GGGGTTAAGCCGCGATAAAGACCTTGCTTAGCTAGCAGTGCGTATTGTGTAAGGTAAGGCCAGAGCCCTG 
CGCGGTGGCTCACTCCAGACACTGAACTGTCCTTCCTTTGGCAGAGAAGACGGCCACAGGGCTCGGCAGA 
AGTTCCGGGGGTCCTGAGGAGGGAAGAGGGAGAGAGCCAGGGAGACCAGGGAGATGGTCGCGAGAGGAGG 
GACTACAGGACGGGCACCAGCCATGGAGTGGCCTGAGTGTGTTGGGTTCCAGCTGCCCGCAGCTGGGTTC 

30 CTGCGGTGACGCCGCAGGACTGAGGCCAGCCCTGGGGGCAGCTGTGCCAGCCCCTGTGGGCGAGGCTCAC 
- GGGGTGCCAGGCCAGGGGGCTGGGAGCTCTAGCTCCTAGAGCAGTCTCCAGGGCTCCATCCGCACCAGGC 
CCAGGTCACTCATGACGGGTGGCGTGGCTTGGTGCTGTTCCCCAGGCGCCCAGCATGTAGCAGGCACGGT 
GCCGGCTGCAGAGGTCCTGGAGAGCCAGGGTGGCTGGCTGGATGCCTCTGGTCGGGGCTGTCTGGCCAGT 
AGCCTCGGATGCCGTCATAGGGAGCCAGTGAAGCCCCAAGTGCCCTGCCTGCCTGGGGGCTGATGGGTTC 

35 CCGGCGGGGTCGAGAGGCAAGCTCTGTGCCCTGCGTGTTGAGGCCCCCTTGCTGGACACGGCTGATGGCC 
ACACTGCCCTGTGGTCATGGCCCACAGCCGAGGGGCTTTCAGCTGCTCAGATGTCAGCACCAAGCTGGGC 
AGGTTAGTGTAGACGGTGCCCACCTTTGAGACCAGAAGGAAGTTGGAAGCAGGAGTGATTTTGATGATGT 
GAGGCCTTCAGGGAATGTCCTGTTCACTCCTCCCCCAAGAGGCTGTGGAGACTGTGGCCGCTGACCCCTG 
AGGGCAGTTGGCCACCCGTGCCCTCCAGGGACATGGCGTGCCTGGCGGCGTAGTGCAAAGGTGCCCTCTG 

40 CTTGCCCCTGGCCTTCTGCCTCAGGGGCCCCTGGGACACAGGCCTTCCTGGGCGAGTCCAAAGCCCACCG 
GGCAAGGAGAGGAGGACTGGGAGCCAGGAGCCAAGGCGGAGGCTGTGGCCAGGGCTGGTCAGCCTGGCGG 
GTCAATGCGGGCACCTGCGGGCTGGACAAGCTATGCTGGGTCTCTTAGGAGATGAGCTGCAGGTAGGGTG 
GCTTTAGCTGGACTCGGCTGTGTGTCTCCTTTGGAGGAAGGCTGGAGCTTGGCCGGCGTGTCCAGGTGTC 
AGGCTCCCTGGTCTGTCACGGGGCACGCCCGTCGTCTGTTGTGGTTAGAGGAGCTGGCACTATGCCTGTC 

45 ATGGTGCTGGCCCCAGGTGGCGTGTGTGCTCGTGGGAGGCCTCGGTCCCCAGCCTGGGTGAGTGTTGGGC 
TCCCCCAGGCGCGATGGTAACCTCAGGCCGCTCTTCCCGCTGTGCCCTTCTGCAGGTAACTAGGATTTCT 
ACCTCAACCGCGAGACCTATGCAAGGACGGTGTGGACCAACTCGCGCCCGCGGCATGGTGCCCGCCGGCC 
TGCCGGGCTCCCACCCCTGGACGGCAGAGGCAAGGACGGACGGGAGCTCCACTGTGAATCGGCGGCACGC 
GCCGCAGGAGGCTGGGACTGGTCCAGTTTGTACTGTCGATAGTTTTAGATAAAGTATTTATCATTTTTT 

50 

SEQIDNO:319>gi|22053032)ref )XP_046822 . 3 | similar to FLJ00192 protein 
[Homo sapiens] 

MIDEIKMTDDDLFVDLGSGVGQVVLQVAAATO 

TLERGDFLSEEWRERIANTSVIFVimFAFGPEVDHQLKERFANMKEGGRI 
55 IGTIMRVVELSPLKGSVSWTGKPVSYYLHTIDR^ 

TKGPEGKVAGPADAPMDSGAEEEKAGAATVKKPS P SKARKKKLNK3CGRKMAGRKRGRPKKMNTANPERKP 

KKNQTALDALHAQTVS qtaas s pqdayrs phs pf yql pp s vqrhs pnpllvaptppalqklle s fki qyl 

QFLAYTK3TQYKASLQELLGQEKEKNAQLLGAAQQ 

AQKE I SAHNQQLREQSEQLEQDNRALRGQSLQLLKARCEELQLDWATLSLEKLLKEK^ 
60 CLELQISIVEI^KSQRQQELLQLKSCTOPDDAL^ 

MSPELSI^GQAAGYELCGVLSRPSSKQNTPQYIiASPIjDQEVV^ 
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AKIVLRRHLSQDHTVPGRPAASELHSRA^ 

EKGLRERAYGSSGELITSLPISIPLSTVQPNKLPVSIPLASWL^ 
QIGANAHGAGSRSLALAPAGFSYAGSVAISGALAGSPASLTO^ 

HPLLLAQPimSLPASPAHQLSSSPI^GGAAQGPLPEASKGDLPSDSGFSDPESEAKRRIVFTITTC 
5 KQSPSSKHSPLTASARGDCVPSHGQDSRRRGRRKRASAGTPSLSAGVSPKRRAIiPSVAGLFTQPSGSP^ 
IiNSMVSNINQPLEITAISSPETSLKSSPVPYQDHDQPPVLKKERPLSQTNGAHYSPLTSDEEPGSEDEPS 
SARI ERKI ATI SIiE S KS PPKTLENGGGLAGRKPAP AGE PVNS S KWKSTFS P I SD IGIiAKSADS PLQAS SA 
LSQNSLFTFRPALEEPSADAKLAAHPRKGFPGSLSGADGLSPGTNPANGCTFGGGLAADLSIiHSFSDGAS 
LPHKGPEAAGLSSPLSFPSQRGKEGSDANPFLSKRQLDGLAGLKGEGSRGKEAGEGGLPLCGPTDKTPIjL 
10 SGKAAKARDREVI>LKNGHmFISAAAVPPGSLLSGP 

GPMS LQANLGS VAGS S VLQS LFS S VPAAAGLVHVS S AATRLTNSHAMGS F S GVAGGTVGGVFNHAVP S AS 
AHPFGARVGRGAACGSATLGPSPLQAAASASASSFQAPASVETRPPPPPPPPPPPIiPPPAHLGRSPAGPP 
VIjHAPPPPNAALPPPPTLIiASNPEPALLQSLASLPPNQAFLPPT^ 

SFTVHHQPLPRLALAQAAPGIPQASATGPSAVWVSLGMPPPYAAHLSGVKPRBottom of Form 

15 

SEQIDNO:320 

Novel (maps to chromosome 4) 
Novel (Chromosome 4) > 

GGAATAAAAGAGTGGAAATGGGGATTTCCAGGTGCTCCCCT 
20 GTCTATCATGAATCTCCTTGGAATGCTCATTTTTAGTCCTACTTGATGTGTCTGTTTCTGGAAATGCAGTATTTT 
TAATGTATCTCAACAAAATATTTTATGATTAGTAAGCT^ 

AGGTTCTAATAATTTTTTATTTAATAATTAGATCTATTAGATTTTATTCATAACTGTGGTAGTTGAAGTACCTTC 
TAAGCTGAGTTCAGATTTGAGAATAAACCTTGGGGTATGkTT^ 

GAAAGATATGAGATTCTTGAATTATATATCTTACAGACTAGTCCCCAAAAGAATACGTGTTTCCTTACCTTTAAT 
25 TTCTCATGGTAGTTAGTCTGTGAAT 

SEQIDNO:321 

Novel peroxidasin-like/ melanoma antigen 
>GL2~86-4M13F Direction: sense 

30 CGACCTGGCCAGCCACCGCGGCCTGCTGCGGCAGGGCATCGTGCAGCGGTCCGGGAAGCCGCTGCTCCCCTTCGC 
CACCGGGCCGCCCACGGAGTGCATGCGGGACGAGAACGAGAGCCCCATCCCCTGCTTCCTGGCCGGGGACCACCG 
CGCCAACGAGCAGCTGGGCCTGACCAGCATGCACACGCTGTGGTTCCGCGAGCACAACCGCATTGCCACGGAGCT 
GCTCAAGCTGAACCCGCACTGGGACGGCGACACCATCTACTATGAGACCAGGAAGATCGTGGGTGCGGAGATCCA 
GCACATCACCTACCAGCACTGGCTCCCGAAGATCCTGGGGGAGGTGGGCATGAGGACGCTGGGAGAGTACCACGG 

35 CTACGACCCCGGCATCAATGCTGKj^ 

CAACCCACTGCTTTACCGGCTGGACGAGAACTTCCAGCCCATTGCACAAGATCACCTCCCCCTTCACAAAGCTTT 
CTTCTCTCCCTTCCGGATTG 

SEQIDNO:322 

40 >GL2_93_2B08_G3F1 Direction: sense 

CGACCTGGCCAGCCACCGCGGCCTGCTGCGGCAGGGCATCGTGCAGCGGTCCGGGAAGCCGCTGCTCCCCTTCGC 
CACCGGGCCGCCCACGGAGTGCATGCGGGACGAGAACGAGAGCCCCATCCCCTGCTTCCTGGCCGGGGACCACCG 
CGCCAACGAGCAGCTGGGCCTGACCAGCATGCACACGCTGTGGTTCCGCGAGCACAACCGCATTGCCACGGAGCT 
GCTCAAGCTGAACCCGCACTGGGACGGCGACACCATCTACTATGAGACCAGGAAGATCGTGGGTGCGGAGATCCA 

45 GCACATCACCTACCAGCACTGGCTCCCGAAGATCCTGGGGGAGGTGGGCATGAGGACGCTGGGAGAGTACCACGG 
CTACGACCCCGGCATCAATGCTGGCATCTTCAACGCCTTCGCCACCGC 

SEQIDNO:323 

Novel peroxidasin-like/ melanoma antigen> 

50 CGACCTGGCCAGCCACCGCGGCCTGCTGCGGCAGGGCATCGTGCAGCGGTCCGGGAAGCCGCTGCTCCCCTTCGC 
CACCGGGCCGCCCACGGAGTGCATGCGGGACGAGAACGAGAGCCCCATCCCCTGCTTCCTGGCCGGGGACCACCG 
CGCCAACGAGCAGCTGGGCCTGACCAGCATGCACACGCTGTGGTTCCGCGAGCACAACCGCATTGCCACGGAGCT 
GCTCAAGCTGAACCCGCACTGGGACGGCGACACCATCTACTATGAGACCAGGAAGATCGTGGGTGCGGAGATCCA 
GCACATCACCTACCAGCACTGGCTCCCGAAGATCCTGGGGGAGGTGGGCATGAGGACGCTGGGAGAGTACCACGG 

55 CTACGACCCCGGCATCAATGCTGGCATCTTCAACGCCTTC 

CAACCCACTGCTTTACCGGCTGGACGAGAACTTCCAGCCCATTGCACAAGATCACCTCCCCCTTCACAAA 
CTTCTCTCCCTTCCGGATTGTGAATGAGGGCGGCATCGATCCGCTTCTC^GGGGGCTGTTCGGGGTGGCGGGGAA 
AATGCGTGTGCCCTCGCAGCTGCTGAACACGGAGCTCACGGAGCGGCTGTTCTCCATGGCACACACGGTGGCTCT 
GGACCTGGCGGCCATCAACATCCAGCGGGGCCGGGACCACGGGATCCCACCCTACCACGACTACAGGGTCTACTG 

60 CAATCTATCGGCGGGACACACGTTCGAGGACCTGAAAAATGAGATTAAAAACCCTGAGATCCGG 
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SEQIDNO:324 

>gi 1 20533845 | ref |XM_056455 .2 | Homo sapiens Melanoma associated gene 
(D2S448) , mRNA 

5 AGCCGGCCGTGGTGGCTCCGTGCGTCCGAGCGTCCGTCCGCGCCGTCGGCCATGGCCAAGCGCTCCAGGG 
GCCCCGGGCGCCGCTGCCTGTTGGCGCTCGTGCTGTTCTGCGCCTGGGGGACGCTGGCCGTGGTGGCCCA 
GAAGCCGGGCGCAGGGTGTCCGAGCCGCTGCCTGTGCTTCCGCACCACCGTGCGCTGCATGCATCTGCTG 
CTGGAGGCCGTGCCCGCCGTGGCGCCGCAGACCTCCATCCTAGATCTTCGCTTTAACAGAATCAGAGAGA 
TCCAACCTGGGGCATTCAGGCGGCTGAGGAACTTGAACACATTGCTTCTCAATAATAATCAGATCAAGAG 
1 0 GATACCTAGTGGAGCATTTGAAGACTTGGAAAATTTAAAATATCTCTATCTGTACAAGAATGAGATCCAG 
TC^TTGACAGGCAAGCATTTAAGGGACTTGCCTCTCTAGAGCAACTATACCTGCACTTTAATCAGATAG 
AAACTTTGGACCCAGATTCGTTCCAGCATCTCCCGAAGCTCGAGAGGCTATTTTTGCATAACAACCGGAT 
TACACATTTAGTTCCAGGGACATTTAATCACTTGGAATCTATGAAGAGATTGCGACTGGACTCAAACACA 
CTTCACTGCGACTGTGAAATCCTGTGGTTGGCX3GATTTGCTGAAAACCTACGCGGAGTCGGGGAACGCGC 
15 AGGCAGCGGCCATCTGTGAATATCCCAGACGCATCCAGGGACGCTCAGTGGCAACCATCACCCCGGAAGA 
GCTGAACTGTGAAAGGCCCCGGATCACCTCCGAGCCCCAGGACGCAGATGTGACCTCGGGGAACACCGTG 
TACTTCACCTGCAGAGCCGAAGGC^UVCCCCAAGCCTGAGATCATCTGGCTGCGAAACAATAATGAGCTGA 
GCATGAAGACAGATTCCCGCCTAAACTTGCTGGACGATGGGACCCTGATGATCCAGAACACACAGGAGAC 
AGACCAGGGTATCTACCAGTGCATGGCAAAGAACGTGGCCGGAGAGGTGAAGACGCAAGAGGTGACCCTC 
20 AGGTACTTCGGGTCTCCAGCTCGACCCACTTTTGTAATCCAGCCACAGAATACAGAGGTGCTGGTTGGGG 
AGAGCGTCACGCTGGAGTGCAGCGCCACAGGCCACCCCCCGCCGCGGATCTCCTGGACGAGAGGTGACCG 
CACACCCTTGCCAGTTGACCCGCGGGTGAACATCACGCCTTCTGGCGGGCTTTACATACAGAACGTCGTA 
CAGGGGGACAGCGGAGAGTATGCGTGCTCTGCGACCAACAACATTGACAGCGTCCATGCC^CCGCTTTCA 
TCATCGTCCAGGCTCTTCCTCAGTTCACTGTGACGCCTCAGGACAGAGTCGTTATTGAGGGCCAGACCGT 
25 GGATTTCCAGTGTGAAGCCAAGGGCAACCCGCCGCCCGTCATCGCCTGGACCAAGGGAGGGAGCCAGCTC 
TCCGTGGACCGGCGGCACCTGGTCCTGTCATCGGGAACACTTAGAATCTCTGGTGTTGCCCTCCACGACC 
AGGGCCAGTACGAATGCCAGGCTGTCAACATCATCGGCTCCCAGAAGGTCGTGGCCCACCTGACTGTGCA 
GCCCAGAGTCACCCCAGTGTTTGCCAGCATTCCCAGCGACACAACAGTGGAGGTGGGCGCCAATGTGCAG 
CTCCCGTGCAGCTCCCAGGGCGAGCCCGAGCCAGCCATCACCTGGAACAAGGATGGGGTTCAGGTGACAG 
30 AAAGTGGAAAATTTCACATCAGCCCTGAAGGATTCTTGACCATCAATGACGTTGGCCCTGCAGACGCAGG 
TCGCTATGAGTGTGTGGCCCGGAACACCATTGGGTCGGCCTCGGTGAGCATGGTGCTCAGTGTGAATGTT 
CCTGACGTCAGTCGAAATGGAGATCCGTTTGTAGCTACCTCCATCGTGGAAGCGATTGCGACTGTTGACA 
GAGCTATAAACTCAACCCGAACAGATTTGTTTGACAGCCGTCCTCGTTCTCCAAATGATTTGCTGGCCTT 
GTTCCGGTATCCGAGGGATCCTTACACAGTTGAACAGGCACGGGCGGGAGAAATCTTTGAACGGACATTG 
35 CAGCTCATTCAGGAGCATGTACAGGATGGCTTGATGGTCGACCTCAACGGAACAAGTTACCACTACAACG 
ACCTGGTGTCTCCACAGTACCTGAACCTCATCGCAAACCTGTCGGGCTGTACCGCCCACCGGCGCGTGAA 
CAACTGCTCGGACATGTGCTTCCACCAGAAGTACCGGACGCACGACGGCACCTGTAACAACCTGCAGCAC 
CCCATGTGGGGCGCCTCGCTGACCGCCTTCGAGCGCCTGCTGAAATCCGTGTACGAGAATGGCTTCAACA 
CCCCTCGGGGCATCAACCCCCACCGACTGTACAACGGGCACGCCCTTCCCATGCCGCGCCTGGTGTCCAC 
40 CACCCTGATCGGGACGGAGACCGTCAGAC CCGACGAGCAGTTCAC CCACATGCTGATGCAGTGGGGCCAG 
TTCCTGGACCACGACCTCGACTCCACGGTGGTGGCCCTGAGCCAGGCACGCTTCTCCGACGGACAGCACT 
GCAGCAACGTGTGCAGCAACGACCCCCCCTGCTTCTCTGTCATGATCCCCCCCAATGACTCCCGGGCCAG 
GAGCGGGGCCCGCTGCATGTTCTTCGTGCGCTCCAGCCCTGTGTGCGGCAGCGGCATGACTTCGCTGCTC 
ATGAACTCCGTGTACCCGCGGGAGCAGATCAACCAGCTCACCTCCTACATAGACGCATCCAACGTGTACG 
45 GGAGCACGGAGCATGAGGCCCGCAGCATCCGCGACCTGGCCAGCCACCGCGGCCTGCTGCGGCAGGGCAT 
CGTGCAGCGGTCCGGGAAGCCGCTGCTCCCCTTCGCCACCGGGCCGCCCACGGAGTGCATGCGGGACGAG 
AACGAGAGCCCCATCCCCTGCTTCCTGGCCGGGGACCACCGCGCCAACGAGCAGCTGGGCCTGACCAGCA 
TGCACACGCTGTGGTTCCGCGAGCACAACCGCATTGCCACGGAGCTGCTCAAGCTGAACCCGCACTGGGA 
CGGCGACACCATCTACTATGAGACCAGGAAGATCGTGGGTGCGGAGATCCAGCACATCACCTACCAGCAC 
50 TGGCTCCCGAAGATCCTGGGGGAGGTGGGCATGAGGACGCTGGGAGAGTACCACGGCTACGACCCCGGCA 
TCAATGCTGGCATCTTCAACGCCTTCGCCACCGCGGCCTT 

GCTTTACCGGCTGGACGAGAACTTCCAGCCCATTGCACAAGATCACCTCCCCCTTCACAAAGCTTTCTTC 
TCTCCCTTCCGGATTGTGAATGAGGGCGGCATCGATCCGCTTCTCAGGGGGCTGTTCGGGGTGGCGGGGA 
AAATGCGTGTGCCCTCGCAGCTGCTGAACACGGAGCTCACGGAGCGGCTGTTCTCCATGGCACACACGGT 
55 GGCTCTGGACCTGGCGGCCATCAACATCCAGCGGGGCCGGGACCACGGGATCCCACCCTACCACGACTAC 
AGGGTCTACTGCAATCTATCGGCGGCACACACGTTCGAGGACCTGAAAAATGAGATTAAAAACCCTGAGA 
TCCGGGAGAAACTGAAAAGGTTGTATGGCTCGACACTCAACATCGACCTGTTTCCGGCGCTCGTGGTGGA 
GGACCTGGTGCCTGGCAGCCGGCTGGGCCCCACCCTGATGTGTCT^ 

CGAGATGGGGACAGGTTGTGGTATGAGAACCCTGGGGTGTTCTCCCCGGCCCAGCTGACTCAGATCAAGC 
60 AGACGTCGCTGGCCAGGATCCTATGCGACAACGCGGACAACATCACCCGGGTGCAGAGCGACGTGTTCAG 
GGTGGCGGAGTTCCCTCACGGCTACGGCAGCTGTGACGAGATCCCCAGGGTAGACCTCCGGGTGTGGCAG 
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GACn^CTGTGAAGACTGTAGGACC^GGGGGCAGTTCAATGCCTTTTCCTATCATTTCCGAGGCAGACGG^ 

CTCTTGAGTTCAGCTACCAGGAGGACAAGCCGACCAAGAAAACAAGACCACGGAAAATAC 

GAGAC^GGGGGAACATCTCAGCAAC^GCA 

GACTTCAGAGAGTTTGTTCTGGAAATGC^GAAGACCATCACAGACCTGAGAACACAGATAAAGAAACT 
5 AATCACGGCTCAGTACCACAGAGTGCGTGGATGCCGGGGGCGAATCTCACGCCAACAACACCAAGTO 
AAAAGATGCUVTGCACCATTTGTGAATGCAAAGACGGGC^^ 

GCCACCTGTGCTGTCCCCGTGAACATCCCAGGGGCCTGCTGTCCAGTCTGCTTACAGAAGAGGGCGGAGG 
AAAAGCCCTAGGCTCCTGGGAGGCTCCTCAGAGTTTGTCTGCTGTGCCATCGTGAGATCGGGTGGCCGAT 
GGCAGGGAGCTGCGGACTGCAGACCAGGAAACACCCAGAACTCGTGACATTTCATGACAACGTCCAGCTG 
1 0 GTGCTGTTAC^GAAGGCAGTGCAGGAGGCTTCCAACCAGAGC 

CCTGAAGGGAAGCAGGCAGGAGTCCTAGCTTC^CGTTAGACTTCTCAGGTTTTTATTTAATTCTTTTA^ 

ATGAAAAATTGGTGCTACTATTAAATTGC2VCAGTTGAA 

AAC^CCATTTCTTTTTAAATAAAGCAGGAT^ 

CCGGCAGACCTGTCACCCGCAGGTGGGGTGAGTCTTGGAGCTGCCAGAGGGGCTCACCGAAATCGGGGTT 

1 5 CCATCACAAGCTATGTTTAAAAAGAAAATTGGTGTTTGGCA2^ACGGAACAGAACCTTTGATGAGAGCGTT 
CACAGGGACACTGTCTGGGGGTGC^GTGC^GCCCCCGGCCTCTTCCCTGGGAACCTCTGAACTCCTCCr 
TCCTCTGGGCTCTCTGTAACATTTCACCACACGTCAGCATCTAATCCCAAGACAAACATTCCCGCTGCTC 
GAAGCAGCTGTATAGCCTGTGACTCTCCGTGTGTCAGCTCCTTCCACACCTGATTAGAACATTCATAAGC 
CACATTTAGAAACAGGTTTGCTTTCAGCTGTCACTTGCACACATACTGCCTAGTTGTGAACCAAATGTGA 

20 AAAAACCTCCTTCATCCCATTGTGTATCTGATACCTGCCGAGGGCCAAGGGTGTGTGTTGACAACGCCGC 
TCCCAGCCGGCCCTGGTTGCGTCCACGTCCTGAACAAGAGCCGCTTCCGGATGGCTCTTCCCAAGGGAGG 
AGGAGCTCAAGTGTCGGGAACTGTCTAACTTCAGGTTGTGTGAGTGCGTTAAAAAAAAAAAAAAAAAAGA 
ATCCCTATACCTCATTTGTATTTTTAAAATGCGTGATGTTTTATGAAATTGTGTCCATTTTTTAGGTATT 
AGATATGGCAGAAAAACCATTTCCACTATGCAAAGTTCTTTTAGACGTCAGTGAAAATCAACTCTCATAG 

25 CTCATGGTCTCTCTTTAATTGACCAAAACCTTCC^TTTTTCTCTAAATACAAAGCGATCTGTGTTCTGAG 
CAACCTTTCCCCGAACACACAGCTTCAGTGCAGCACGCTGACCTGAGTATCCACCATGTGCCAGGCACAG 
TGCTGGGCACACGAGGCACCAAGGTCCGGGCCACCTGCCCGCAGCAAGGCCCAGCTGAGGTGGTGGAGGG 
AGCCCCTGAGGTCAGGGGCCGTTTCGGTTCAGGGTGGCAGGTGTCCAGCACTGGGGTATGGCGTCGAGGC 
TTCCATGGGGTGGGGGAGGCCAGCTTCCTTCTGACAGGATGGGCGCATACAGTGCCTGGTGTGATTTGTG 

30 CACAACCCGTGTTCCAGGTGCACATCCTCCCAAGGAGACACCCAGACCCTTCCAGCACGGGCCGGCCAAG 
TTGCTGCGGCGGAGGCAGCATTTCAGCTGTGAGGAAGGTCATTGGATTCATGTGTTTTATCTGTAAAAAT 
GGTTGTCTTAACTTCTTAACCTCATATTGGTAAGTGATTGATAAAAATTGGTTGGTGTTTCATGACATGT 
GGACTTCTTTTGAAATAGCAAGTCAAATGTAGTGACCAAATTGTGGAAGAGATTTCTGTCAAATAGGAAA 
TGTGTAAGTTCGTCTAAAAGCTGATGGTTATGTAAGTTGCTCAGGCACTCAGATGACAGCAGATTCTGGG 

35 TTCTGGGAGTGTTCTGTGCCTCTTACATGCCCTGGAGGCCTCATGGTCTCAGTGCTGAGGCGGCACACCT 
GTAGCACACCTGCGTAATGTGCGGTCTGGGCCAGTCACAAGGAATTGTGTTGTCTAAGCCAAAGGGGGAA 
GCTGACTGTGATTTACCAAAAAAAATTCTGTAATTCAAACCAAAATGTCTGCGGAATCACCAGTTTGATA 
CTCTCTGTAATCAGAACAGTGGGCAGTGCCTGGGTGAACGTGTCTAGCAGCCACTGTGCGGGATCGCTGT 
AACAGGAGTGGAATGTACATATTTATTTACTTTTCTAACTGCTCCAACAGCCAAATGCCTTTTTTATGAC 

40 CATTGTATTCAGTTCATTACCAAAGAAATGTTTGCACTTTGTAATGATGCCTTTCAGTTCAAATAAATGG 
GTCACATTTTCAAATGG 

SEQIDNO:325 

>gi | 20533846 | ref |XP_056455 . 2 | similar to Peroxidasin [Homo sapiens] 
45 MAKRSRGPGRRCLLALVLFCAWGTLAVV^ 

FNRI RE I QPGAFRRLRNLNTLLLNNNQ I KRI P S GAFEDLENLKYL YL YKNE I QS IDRQ AFKGIiASIjEQIjY 
LHFNQIETl^PDSFQHLPKLERLFLIO^ 

AESGNAQAAAICEYPRRIQGRSVATITPEELNCERPRITSEPQDADVTSGNTVYFTCRAEGNPKPEIIWL 
RNNNELSMKTDSRLNLLDDGTLMI^ 

50 

TEVIiVGESVTLECSATGHPPPRISWTRGDRTPLPVDPRVNITPSGGIjYIQNVVQGDSGEYACSATNNIDS 
VHATAFIIVQALPQFTVTPQDRWIEGQTVDFQCEAKGNPPPVIAWTKGGSQLSVDRRHLVLSSGTLRIS 
GVALHDQGQYECQAWIIGSQKVVAHLTVQPRVTPVFASIPSDTTVEVGANVQLPCSSQGEPEPAITW^ 
DGVQVTESGKFHI S PEGFLTINDVGPADAGRYECVARNTIGSAS VSMVLSVNVPDVSRNGDPFVATS I VE 
AIATVDRAINSTRTmFDSRPRSPNDIjLALFRYP 
55 TS YHYNDL VS PQYLNL XANLS GCTAHRRVNNC SDMCFHQKYRTHDGTCNNLQHPMWGAS LTAF ERLLKS V 
YENGFNTPRGINPHRLYNGHALPMPRLVSTTLIGTETVTPDEQFTHM^ 
FSDGQHCSNVCSNDPPCFSVMIPP1TOSRARSGARCMFFVRSSPVCGSG 
DASXTVYGSTEHEARSIRDIJ^HRGLLRQGIVQRSGKP^ 

QLGLTSMHTLWFREHNRIATELLKLNPHWDGDTI YYETRKIVGAE I QHI TYQHWLPKI LGEVGMRTLGE Y 
60 HG YDPGINAGI FNAF ATAAFRFGHTLVNPLLYRLDENFQP I AQDHLPLHKAFF S PFR I VNEGGIDPLLRG 
. LFGVAGKMRVPSQLLOTEIiTERIjFSMAHTVAIiDIiAAINIQ 
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EIKNPEIREKLKRLYGSTLNIDLFPALW 

QLTQIKQTSLARILCDNADNITRVQSDVFRVAEFPHGYGSCDEIPRV^ 
HFRGRRSLEFSYQEDKPTKKTRPRKIPSVGRQGEHLSNSTSAFSTRSDASG^^ 
TQIKICLESRLSTTECVDAGGESHANNTKWKK^^ 
5 LQKRAEEKP 

SEQ ID NO:326 

Novel WD40/SOCS box protein 
>GL2 81 2 M13F Direct ion: anti- sense 
10 GGCTTGTACCTTGCCACGGTGGCAGATGACAGACTCCTCAGGATCTGGGCCCTGGAACTGAAAACTCCCAGTTGC 
ATATTGCATCCTATNACCAATGGGCTTTGCTGC^ 

GATGGCCACNTCCAGTTCTGGACAGCTCCTAGGGTCCTGTCCTCACTGAAGGCACTTATGCCGGAAAGCCCTTCG 
AAGTTTCCTAACAACTTACCAAGTCCTAGCACTGCCTATCCCCAAGAAAATGAAAGAGTTCCTCACATACAGGAC 
TTTTGTTAAGCAACACCAGCATCTTGTGCTTCT 

1 5 TAATGGGCCAAACATCTGGTCTTGCATTGAAATAG^^ 

ATTCCAGTGTACTAGTCATGGATCTTTCTCTCCCTGGCATGTGAAAGTC^GCTTAGAGGAAGAGATCC^CTTGCA 
CCGGCACAGAGCCGCGGAGAACCAGCGACACTGGGAGCACGGTGGCAACGGCCCTGGCGGCTCTCCTGTACAGCT 
CGTCANGCCGAGAGAAGGCCAAAATNCGGGAAACCTGATGGAATCGCCCTTAGTGAGGGTATCCAGAACTGGCAA 
CATGCCANAAACGGTACCGGGTAAACTGTTCC^ 

20 CAACACACAAAAGCGCACANC CATCACAGA 

SEQIDNO:327 

>GL2_81_3jyil3R Direction: anti -sense 

GGCTTGTACCTTGCC^CGGTGGCAGATGACAGACTCCTCAGGATCTGGGCCCTGGAACTGAAAACTCCCATTGCA 

25 

TTTGCTCCTATGACCAATGGGCTTTGCTGCACATTTTTTCCACATGGTGGAGTCATTGCCACAGGGACAAGAGAT 
GGCCACGTCCAGTTCTGGACAGCTCCTAGGGTCCTGTCCTCACTGAAGCACTTATGCCGGAAAGCCCTTCGAAGT 
TTCCTAACAACTTACCAAGTCCTAGCACTGCCAATCCCCAAGAAAATGAAAGAGTTCCTCACATACAGGACTTTT 
TTAAGCAACACCACATCTTGTGCTTCTTTGTAG 

30 SEQ ID NO:328 

>GL2_81_ 2JVI13R Direction: sense 

CGGNTCTGTTGCCGTGCAAGTGGAATCATCTTACCTCTAAGACATGACTTTCACATGCCAGGGGAGAGAAAGATC 
CATGACTAGTACACTGGCAATCTGGTTTTGCTACATTCTATTCACAATCCCNAAGAAATGCTATTTCAATGCAAG 
ACCAGATGTTTGGCCC^TTATTCCAGCAAC 

35 

ATGTGGTGTTGCTTAAAA^GTCCTGTACTGTGAGGAACTCTTTCACTTTTCTTGGGGATTGGCCACGTGCTATG 
GACTTAGGTAAGTTGTTCAGGAAACTTCGCAAGGGCTTTCCGGCATAAGTGCTATCAGTGAGGACAGGACCCTAG 
TGAGCTGTCCAGAACTGGACGTGGCCATCTCTTGTCCCTGTGGCCAATGACTCCACCATGTGGAATACATGTNCA 
GCAAAGCCCATTGGTCATAAGAACAAAATGCAATCGGGAGTTNCCAGGTCCAGGGGCCCGAGATCCTGAGGGAGG 
TCNTGTGCAATCTGCCAGCGTGGCAAGGGTACCAAGCCCCCGANAAAACCCCAGAGCAACAAGGTGGGTCTCAGA 
40 ATNAGAATCAAGCGGGCCGGTCCGANACTAGCCTTCGCAGGGGT^ 

AGGGGGGGCACATTCGTTTCAAAACCTCGCCCGAAAAAGACNCCTAGGATGAANGGCTACAAATGACCAGCGTGA 
GAAACACTGGCCNCGCAGACCCCGGGGTGAC 

SEQ ID NO:329 

45 Novel WD40/SOCS box protein> 

CGGCTCTGTTGCCGTGCAAGTGGAATCATCTTACCTCTAAGACATGACTTTCACATGCCAGGGGAGAGAAAGATC 
CATGACTAGTACACTGGCAATCTGGTTTTGCTACATTCTATTCACAATCCCAAAGAAATGOT 
ACCAGATGTTTGGCCCATTATTCCAGCAACTCCCTTTGACAGGACGATTTACCCTGCTACCAAAGAAGCACAAGA 
TGTGGTGTTGCTTAAAAAAGTCCTGTATGTGAGGAACTCTTTCATTTTCTTGGGGATTGGCAGTGCTAGGACTTG 

50 GTAAGTTGTTAGGAAACTTCGAAGGGCTTTCCGGCATAAGTGCTTCAGTGAGGACAGGACCCTAGGAGCTGTCCA 
GAACTGGACGTGGCCATCTCTTGTCCCTGTGGCAATGACTCCACCATGTGGAAAAAATGTGCAGCAAAGCCCATT 
GGTCATAGGAGCAAA.TGCAATGGGAGTTTTCAGTTCCAGGGCCCAGATCCTGAGGAGTCTGTCATCTGCCACCGT 
GGCAAGGTACAAGCCCCCG 

55 SEQIDNO:330 

>gi | 20149658 | ref | NM_018639 . 2 | Homo sapiens CS box- containing WD protein 
(LOC55884) , mRNA 

CGGACGCGTGGGGCCCGGGGGGCTGAGGCGCCCGCCGCCTGCCGCGGGGGCCGCTCGCGTCCTCCATGGA 
GGCCGGAGAGGAACCGCTGCTGCTGGCCGAACTCAAGCCCGGGCGCCCCCACCAGTTTGATTGGAAGTCC 
60 AGCTGTGAAACCTGGAGCGTCGCCTTCTCCCCAGATGGCTCCTC 
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TCGTCAAACTGATCCCCTX^CCGTTGGAGGA 
TAGCAAAAATGAGACGAAAGGGCGGGGC^GCCCAAAAGAGAAGA 

GGGCTGGCCTTCAGCCCGTGGCCTTCCCCACCCAGCAGGAAGCTCTGGGCACGCCACCACCCCCAAGTGC 
CCGATGTCTCTTGCCTX3GTTCTTGCTAC<^ 
5 AGGGCTCCTGCTTTTGAATCTTTCCGGCCACCAAGATGTCGTGAGAGATCTGAGCTTCACACCCAGTGGC 
AGTTTGATTTTGGTCTCCGCGTCACGGGATAAGACTCTTCGCATCTGGGACCTGAATAAACACGGTAAAC 
AGATTCAAGTGTTATCGGGCCACCTGCAGTGGGTTT^ 

GTGCTCTGCAGCTGGAGAGAAGTCGGTCTTTCTATGGAGCATGAGGTCCTACACGTTAATTCGGAAGCTA 
GAGGGCCATCAAAGCAGTGTTGTCTCTTGTGACTTCTCCCCCGACTCTGCCCTGCTTGTCACGGCTTCTT 
10 ACGATACCAATGTGATTATGTGGGACCCCTACACCGGCGAAAGGCTGAGGTCACTCCACCAC2ACCCAGGT 
TGACCCCGCCATGGATGACAGTGACGTCCACATTAGCTCACTGAGATCTGTGTGCTTCTCTCCAGAAGGC 
TTGTACCTTGCGACGGTGGCAGATGACAGACTCCTC^GGATCTGGGCCCTGGAACTGAAAACTCCCATTG 
CATTTGCTCCTATGACCAATGGGCTT^ 

AAGAGATGGCCACGTCCAGTTCTGGACAGCTCCTAGGGTCCTGTCCTCACTGAAGCACTTATGCCGGAAA 
1 5 GCCCTTCGAAGTTTCCTAACAACTTACCAAGTCC 

TCACATACAGGACTTTTTAAGCAACACCACATCTTGTGCTTCTTTGTAGCAGGGTAAATCGTCCTGTCAA 
AGGGAGTTGCTGGAATAATGGGCCAAAGATCTGGTCTTGCATTGAAATAGCATTTCTTTGGGATTGT 
TAGAATGTAGCAAAACCAGATTCCAGTGTACTAGTCATGGATCTTTCTCTCCCTGGCATGTGAAAGTCAG 
TCTTAGAGGAAGAGATTCCACTTGCACGGCAACAGAGCCTTACGTTAAATTTTCAGTCCAGTTATGAACA 

20 GCAAGTGTTGAACTCTTTCTGCTTGTTTTGATTCAAAGTGC^GTTACTGATGTTGTTTTGATTATGCAAC 
TAAGTAGGCCTCCAGAGCCTCTCTAGTGGCAGAGCAGCTCACACTCCCTCCGCTGGGAACGATGGCTTCT 
GCCTAGTACCTATCCTTGTGTTTCTGATGCAGTGGTAGCATTGGTTCAAGTTCTCTCCTGCTGTGGTCAG 
AGTTGCTTCGATGTTGGCCAAGTGCTTTTCTTCTTGGGCTCCCTTCTGACCTGCAGGACAGTTTTCCTGG 
AGCCATTTGGTATGAGGTATTAATTTAGCTTAACTAAATTACAGGGGACTCAGAGGCCGTGCTCCTGACC 

25 GATCCAGACACTATTACTGGCTTTTTTTTTTTTTTAACAATGGTGTGCATGTGCAGGAAATGACAAATTT 
GTATGTCAGATTATACAAGGATGTATTCTTAAACCGCATGACTATTCAGATGGCTACTGAGTTATCAGTG 
GCGATTTATTAGCATC^TATTTATTTGT^ 

TTATCTAAAAACCATAGTACTTAAATTGAACAGTTGCAA 

GTCATGACTTTAGCTGATACTCTTATGTACGAGATCTGTCTCTGCTGTTTAACTTCATTGGATTAATCAG 
30 CTGGTTTCAACTCTACTGCGAAACAAAAATAGCTCCTTAAAAGTACTGTTCTCCTTCAGTGGCATGTAGT 
TATCTAATCAAGACACCTCATTCAAACAAAACCTG 

AAAGAAATACAACATCTTATTCTTTAGCTTTCTTAATCGGTGCTTTATGGAGGCCAGTGTAACGTTACAT 
GACTCGTTGAGAAAGTTGAGGAATTTCCTCTACCACCTT^ 

ATGAGAGGCTTTCATTGAAGAAAAGAAAAAAACAACAGTTAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
35 AAAAAAAAAAAAAAAAAAAA 

SEQIDNO:331 

>gi| 8923881 | ref |NPJ) 61109 . 1 | CS box- containing WD protein [Homo sapiens] 
MEAGEEPLLLAEIiKPGRPHQFDWKS S CE TWS VAFS PDGS WFAWSQGHC I VKL I P WPLEEQF I PKGFE AKS 
40 RS SKNETKGRGS PKEKTLDCGQIVWGLAFSPWPS PPSRKLWARHHPQVPDVS CLVLATGLNDGQIKIWEV 
QTGLLLLNLSGHQDVVRDLS FTP S GS L ILVS ASRDKTLRI WDLNKHGKQIQVL S GHLQWVYCCS IS PDC S 
MLCSAAGEKSVFLWSMRSYTLIRKLEGHQSSVVSCDFSPDSALLVTASYDTNVIMWDPyTGERLRSLHHT 
QVDPAMDDSDVHISSLRSVCFSPEGLYLATVADDRLLRIWALELKTPIAFAPMTN 
GTRDGHVQFWTAPRVLSSLKHLCRKALRSFLTTYQVLALPIPKKMKEFLTYRTF 

45 

SEQIDNO:332 
Numb -like 

>GL3_16A_3__M13R Direction: anti-sense 

CGTCTGCCTGCCACTGGTGCGGGCGCGACGCCTCGGGCACGTAGGCTGGCTTCCTCCGCCGCAGGGCTCTTGNCC 
50 GGTAAAACCTTGTTCATGGTGCCCGCACCCGTCTGGCTCCGTCCTGCAGGGTTTCCTGGGGGGCCCCGGGGCCCC 
CACAAGGGGGACTGGGGGGGAGGGTGCCGGTTCAAGGGCCCCCCTTCCTTTGTTACAGGCTTCGGTCCAAT 
AGAAGGAAAGGGGCGAAATTCNCTGCAGAATA 

SEQIDNO:333 
55 >GL3_16A_4_M13R Direction: anti- sense 
CGTCTGCCTGCCACTGGTGCGGGCGCGACGCC 

ACTTGTTCATGGTTGCCCGCCCCGTCTGGCTCCGTCCTGCAGGTTTCTGGAGGCC^CCGTTGCCATCGGGCCTAT 

GGGCGGGCCTTCCTTCCCTTTGTTACCAGGCCTTCCGGTTCCCCAATAGCCCGGGAAGGAAGAAAACGGGGGCGG 
AAATTTCCTTGGCCAGGAGTTATTCCOmTOT 

60 ATATTTGNGAAATTTCATAAGGAGAAGGGGGGGGGCCCCCACAAAATTTTTCG 
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TTGAGAAAGGATTTCCGK-JGTAATTTT 

TTAAAACACAAAAAACGGCGGGGTANCAGGGGTNTGGGGNCCTTTGG 
TTTTGTGGGCCGNGGNTTTTATAAC^ 

TTTTTTNGGNGTGAGAGAGGGACAGGAGCACAAATATTTTTCCCCCCCGCC^ 
5 CCCCAAANAGGCGTTATTGGGGACGCGGCCGGTTTACAAAATAATAATGACGCTGCGAGAAAAAATAGAGAAAAG 
GGTGGCCCCCCCCCTGCGGAGAANAACCCCGCGGNGGNAGATATTACTTGGCAGGGAGCGCCCCTTTTTAT 

SEQIDNO:334 

>GL3_39L_1_M13R Direction: anti-sense 
10 CGTCTGCCTGCCACTGGTGCGGGCGCGACGCCTCGGGCACGTAGGCTGGCTTCCTCCGCCGCAGGCTCTGCCGTA 

ACTTGTTC^TGGTGCCCGCCCCCGTCTGGCTCCGTCCTGCAGGTTTTCTGGGGGCCCCGGGGCCCCCAACAAGGG 

GGGGCCTTGGGGGGGCC^GGGTTGCCGGAGAAGCCCAAGGGAACACTTGGNGAAAGCCCAAC 

CCGGGGCC^CTTATNGGCGANGGAGCCMNACACA^ 

TTGCACCCGGA1TATGGAAAGCAAAAGGGGGCGCCGG 
15 CCAAACACACCCTGTGGTGGCACGGGNGACCACGGA 

AAAGGGGGGGCCCCCCCCAAAAGAATTTTGTTCCNGGCCCCCCATATATAAA 

SEQIDNO:335 

>GL3_16A_2_M13R Direction: anti-sense 
20 CGTCTGCCTGCCACTGGTGCGTGGCGCGACGCCTCGGGCACGTAGGCTGGCTTCCTCCGCCGCAGGCTCTGCCGT 
TAAACTTGTTCATTGGTGCCCGCCCCGTTCTTGGCCTCCGTCCCTTGCAGGTTTCTGGGGGCCCCGGNGGGGCCC 
CCAAACAAGGGGGTGGCTTTGGAAGCCCCAACCGGGTTGC 
TTTTGTTACCAGGCTTCGGTTC^CAAT^^ 

ATTTTATTCCCCAATTTTCAAGCGACCGTTGGGCCGGGGACCCCGGACTCCGAAGCCATTTGGCAATTCTATNAG 
25 GGAAAGGGGNGCCCCCAAAATTTCGCGGACCCTATAAATAAGAT^ 

TACCACAACGCGTTGTTGGGGACCCCCGGGTATACTGCAGGTTATTTATTATAACCANAAAAGGCGGTGATATTC 
CANGTAGTTGTGGAAAACCTGTTGTGGNGGGGAAACAAAAAAAAACAACACCCCCCCCCTTTTTTGGGGTANGGC 
CGGGTGATTTTTATAACAACCCCCCCAGCCAAAAAGAAGCCGCTTTTTNTAANAAAG 

30 SEQIDNO:336 

>GL3_3 9L_3__M13F Direction: N/A 

CGAGGAGGCTCGCGCGCGTGCATCCCGCACCATCCCCCAGCCCCCAGAAACCTGCAGGACGGAGCCAGACGGGGT 
GGGCACCATGAACAAGTTACGGCAGAGCCTGCGGCGGAGGAAGCCAGCCTACGTGCCCGAGGGCCGTCGCGCCCG 
AACCAGTGGCAGGCAGACG 

35 

SEQ ID NO:337 

>GL3_39L_3_M13R Direction: ant i -sense 

CGTCTGCCTGCCACTGGTGCGGGCGCGACGCCTCGGGCACGTAGGCTGGCTTCCTCCGCCGCAGGCTCTGCCGGT 
AACTTGTTCATGGTGCCCACCCCGTCTGGCTCCGTCCTGCAGGTTTCTGGGGGCTGGGGGATGGTGCGGGATGCA 
40 ACGCGCGCGAGCTTCCTCG 

SEQ ID NO:338 

>GL3_16A_1_M13F Direction: anti -sense 

CGTCTGCCTGCCACTGGTGCGGGCGCGACGCCTCGGGCACGTAGGCTGGCTTCCTCCGCCGCAGGCTCTGCCGTA 
45 ACTTGTTCATGGTGCCCGCCCCGTCTGGCTCCGTCCTGCAGGTTTCTGGGGGATGGTGCGGGATGCACGCGCGCG 
AGCCTCCTCG 

SEQ ID NO:339 

>GL3_16A_1_JVI13R Direction: sense 
50 CGAGGAGGCTCGCGCGCGTGCATCCCGNACCATCCCCCAGAAACCTGCAGGACGGAGCCAGACGGGGCGGGCACC 
ATGAACAAGTTACGGCAGAGCCTGCGGCGGAGGAAGCCAGCCTACGTGCCCGAGGCGTCGCGCCCGACCAGTGGC 
AGGCAGACG 

SEQIDNO:340 

55 >gi | 10863898 | ref |NM — 004756 . 1 | Homo sapiens numb homolog (Drosophila) -like 
(NUMBIi) , mRNA 

ATGTCCCGCAGCGCGGCGGCCAGCGGCGGACCCCGGAGGCCTGAGCGGCACCTGCCCCCAGCCCCCTGTG 
GGGCCCCGGGGCCCCCAGAAACCTGCAGGACGGAGCGAGACGGGGCGGGCACC71TGAACAAGTTACGGCA 
GAGCCTGCGGCGGAGGAAGCCAGCCTACGTGCCCGAGGCGTCGCGCCCGCACCAGTGGCAGGCAGACGAG 
60 GACGCGGTGCGGAAGGGCACGTGCAGCTTCCCGGTCAGGTACCTGGGTCACGTGGAGGTAGAGGAGTCCC 
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GGGGAATGCACGTGTGTGAAGATGCGGTGAAGAAGCTGAAGGCGATGGGCCGAAAGTCCGTGAAGTCTGT 
CCTGTGGGTGTCAGCCGATGGGCTCCGAGTGGTGGACGACAAA^ 

ATCGAAAAGGTCTCCTTTTGTGCTCCTGACCGCAACCTGGACAAGGCTTTCTCCTATATCTGTCGTGACG 
GGACTACCCGCCGCTGGATCTGCCACTGTTTTCTGGCACTGAAGGACTCCGGCGAGAGGCTGAGCCACGC 
5 TGTGGGCTGTGCTTTTGCCGCCTGCCTGGAGCGAAAACAGCGACGGGAGAAGGAATGTGGGGTCACGGCC 
GCCTTCGATGCCAGCCGCACCAGCTTCGCCCGCGAGGGCTCCTTCCGCCTGTCTGGGGGTGGGCGGCCTG 
CTGAGCGAGAGGCCCCGGACAAGAAGAAAGCAGAGGCAGCAGCTGCCCCCACTGTGGCTCCTGGCCCTGC 
CCAGCCTGGGCACGTGTCCCCGACACC^GCCAC 

GTGGCTGCAGGCACCACTGCGGCCGCCATCCCCCGGCGCCATGCACCCCTGGAGCAGCTGGTTCGCCAGG 
10 GCTCCTTCCGTGGGTTCCCAGCACTCAGCCAGAAGAACTCGCCTOTCAAACGGCAGCTGAGCCTACGGCT 
GAATGAGCTGCCATCCACGCTGCAGCGCCGCACTGACTTCCAGGTGAAGGGCACAGTGCCTGAGATGGAG 
CCTCCTGGTGCCGGCGACAGTGACAGCATCAACGCTCTGTGCACACAGATCAGTTCATCTTTTGCCAGTG 
CTGGAGCGCCAGCACCAGGGCCACCACCTGCCACAACAGGGACTTCTGCCTGGGGTGAGCCCTCCGTGCC 
CCCTGC^GCTGCCTTCCAGCCTGGGCACAAGCGGACACCTTCAGAGGCTXSAGCGATGGCTGGAGGAGGTG 
15 TCACAGGTGGCCAAGGCCCAGCAGCAGCAGCAGCAGCAACAG 

AGC^VGCAAGCAGCCTCAGTGGCCCCAGTGCCCACCATGCCTCCTGCCCTGCAGCCTTTCCCCGCCCCCGT 
GGGGCCCTTTGACGCTGCACCTGCCCAAGTGGCCGTGTTCCTGCCACCCCCACACATGCAGCCCCCTTOT 
GTGCCCGCCTACCCGGGCTTGGGCTACCCACCGATGCCCCGGGTGCCCGTGGTGGGCATCACACCCTCAC 
AGATGGTGGCAAACGCCTTCTGCTCAGCCGCCC^GCTCCAGCCTCAGCCTGCCACTCTGCTTGGGAAAGC 
20 TGGGGCCTTCCCGCCCCCTGCCATACCC^GTGCCCCTGGGAGCCAGGCCCGCCCTCGCCCCAATGGGGCC 
CCCTGGCCCCCTGAGCCAGCGCCTGCCCCAGCTCCAGAGTTGGACCCCTTTGAGGCCCAGTGGGCGGCAT 
TAGAAGGCAAAGCCACTGTAGAGAAACCCTCCAACCCCTTTTCTGGTGACCTGCAAAAGACATTCGAGAT 
TGAACTGTAG 

25 SEQIDNO:341 

>gi | 10863899|ref |NP_004747 ,l| numb homolog (Drosophila) -like; numb 
(Drosophila) homolog-like [Homo sapiens] 

MSRSAAASGGPRRPERHLPPAPCGAPGPPETCRTEPDGAGTMNKLRQSLRRRKPAYVPEASRPHQWQADE 
DAVRKGTCSFPVRYLGHVEVEESRGMHVCEDAVKKLKAMGRKSVKSV^ 

30 IEKVS FCAPDRNLDKAFS YI CRDGTTRR W I CHCFLALKDS GERL SHAVGC AF AACL ERKQRRE KE CGVTA 
AFDASRTS FAREGS FRLSGGGRPAEREAPDKKKAEAAAAPTVAPGPAQPGHVS PTP ATTS PGEKGEAGTP 
VAAGTTAAAI PRRHAPLEQLVRQGSFRGFPAL SQKNS PFKRQLSLRLNELPSTLQRRTDFQVKGTVPEME 
PPGAGDSDSINALCTQISSSFASAGAPAPGPPPATTGTSAWGEPSVPPAAAFQPGHKRTPSEAERWLEEV 
SQVAKAQQQQQQQQQQQQQQQQQQQQAASVAPVPTMPPALQPFPAPVGPFDAAPAQVAVFLPPPHMQPPF 

35 VPAYPGLGYPPMPRVP WG I TPS QMVANAFCS AAQLQPQPATLLGKAGAFPPPAI PSAPGS QARPRPNGA 
PWPPEPAPAPAPELDPFEAQWAALEGKATVEKPSNPFSGDLQKTFEIEL 

SEQEDNO:342 

P13 0Cas (Crk-associated substrate) 
40 >GL1_43_2_1JV113F Direction: sense 

CGCGGGATGTCGTACTCGTCCTGCTCCGGCTGGGCGGCCTCGTATACATAGCCCTGCCCCACGCGGGTGGGCACC 
ACCACCTTTGCCGGGGGCTTCGTGCCCTCCCAGCTGCGTGTGTCCATGGACGGGGGGACCTGGTAGATGTCATGC 
CCCATCCCGGCAGAAGGTGGCACCTGGTAAATATCCTGGGCAGGGCCTCCAGGCCCTGGGGGCACCTGGTACAGG 
TCTGTGGCCGGGCTGGGAAACGGGTGATGGGGTGTCTGCTTCGAGAAGGTGGATGTCTGCTTGGC 

45 

SEQ ID NO:343 

>GL1_43_2_JL_M13R Direction; anti-sense 

GCCAAGCAGACATCCACCTTCTCGAAGCAGACACCCCATCACCCGTTTCCCAGCCCGGCCACAGACCTGTACCAG 
GTGCCCCCAGGGCCTGGAGGCCCTGCCCAGGATATTTACCAGGTGCCACCTTCTGCCGGGATGGGGCATGACATC 
50 TACCAGGTCCCCCCGATCCATGGACACACGCAGCTGGGAGGGCACGAAGCCCCCGGCAAAGGTGGTGGTGCCCAC 
CCGCGTGGGGCAGGGCTATGTATACGAGGCCGCCCAGCCGGAGCAGGACGAGTACGACATCCCGCG 

SEQ ID NO:344 

>GL1_43_3_6_M13F Direction: sense 
55 CGCGGGATGTCGTACTCGTCCTGCTCCGGCTGGGCGGCCTCGNTATACATAGCCCTGCCCCACGCGGGTGGGCAC 
CACCACCTTTGCCGGGGGCTTCGTGCCCTCCC^GCTGCGTGTGTCCATGGACGGGGGGACCTGGTAGATGTCATG 
CCCCATCCCGGCAGAAGGTGGCACCTGGTAAATATCCTGGGCAGGGCCTCCAGGCCCTGGGGGCACCTGGTACAG 
GTCTGTGGCCGGGCTGGGAAACGGGTGATGGGGTGTCTGCTTCGAGAAGGTGGATGTCTGCTTGGC 
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SEQIDNO:345 

>GLl_43_3_6__M13R Direction: anti- sense 
GCCAAGCAGACATCCACCTTCTCGAAGCAGACACCCGATC 
GTGCCCCC^GGGGCCTGGAGGCCCTGCCCAGGATAT^ 
5 CTACC^GGTCCCCCCGTCCATGGACACACGC^G 

CCGCGTGGGGCAGGGCTATGTATACGAGGCCGCCCAGCCGGAGCAGGACGAGTACGACATCCCGCG 

SEQDDNO:346 

>GL1_43_4_4_M13F Direction: sense 
10 CGCGGGATGTCGTACTCGTCCTGCTCCGGCTGGGCGGCCTCGTATACATAGCCCTGCCCCACGCGGGTGGGCACC 
ACCACCTTTGCCGGGGGCTTCGTGCCCTCCCAGCTGCGTGTGTCCATGGACGGGGGGACCTGGTAGATGTCATGC 
CCCATCCCGGC^GAAGGTGGCACCTGGTAZU^TATCCTGGGCAGGGCCTCCAGGCCCTGGGGGCACCTGGTAC^GG 
TCTGTGGCCGGGCTGGGAAACGGGTGATGGGGTGTCTGCTTCGAGAAGGTGGATGTCTGCTTGGC 

15 SEQIDNO:347 

>GL1_43_4_4_M13R Direction: anti -sense 

GCCAAGCAGACATCCACCTTCTCGAAGCAGAC^CCCCATCACCCGTTTCCCAGCCCGGCCACAGACCTGTACCAG 
GTGCCCCCAGGGACCTGGAGGCCCTGCCCAGGATATTTACCAGGTGCCACCTTCTGCCGGGATGGGGCATGACAT 
CTACCAGGTCCCCCCGATCCATGGACACACGCAGCTGGGAGGGCACGAAGCCCCCGGCAAAGGTGGTGGTGCCCA 
20 CCCGCGTGGGGCAGGGCTATGTATACGAGGCCGCCCAGCCGGAGCAGGACGAGTACGACATCCCGCG 

SEQIDNO:348 

>GIil_43_4_6_M13F Direction: sense 

CGCGGGATGTCGTACTCGTCCTGCTCCGGCTGGGCGGCCTCGTATACATAGCCCTGCCCCACGCGGGTGGGCACC 
25 ACCACCTTTGCCGGGGGCTTCGTGCCCTCCCAGCTGCGTGTGTCCATGGACGGGGGGACCTGGTAGATGTCATGC 
CCCATCCCGGCAGAAGGTGGCACCTGGTAAATATCCTGGGCAGGGCCTCCAGGCCCTGGGGGCACCTGGTACAGG 
TCTGTGGCCGGGCTGGGAAACGGGTGATGGGGTGTCTGCTTCGAGAAGGTGGATGTCTGCTTGGC 

SEQ ID NO:349 
30 >GLl_43_4_6jyil3R Direction: anti- sense 

GCCAAGCAGACATCCACCTTCTCGAAGCAGACACCCGATCACCCGTTTCCCAGCCCGGCCACAGACCTGTACCAG 
GTGCCCCCAGGGNCCTGGAGGCCCTGCCCAGGATATTTACCAGGTGCCACCTTCTGCCGGGATGGGGCATGACAT 
CTACCAGGTCCCCCCGATCCATGGACACACGCAGCTGGGAGGGCACGAAGCCCCCGGCAAAGGTGGTGGTGCCCA 
CCCGCGTGGGGCAGGGCTATGTATACGAGGCCGCCCAGCCGGAGCAGGACGAGTACGACATCCCGCG 

35 

SEQIDNO:350 

>GLl_43_LOW_3_G3Fl Direction: sense 

GCGGGATGTCGTACTCGTCCTGCTCCGGCTGGGCGGCCTCGTATACATAGCCCTGCCCCACGCGGGTGGGCACCA 
CCACCTTTGCCGGGGGCTTCGTGCCCTCCCAGCTGCGTGTGTCCATGGACGGGGGGACCTGGTAGATGTCATGCC 
40 CCATCCCGGCAGAAGGTGGCACCTGGTAAATATCCTGGGCAGGGCCTCCAGGCCCTGGGGGCACCTGGTACAGGT ^ 
CTGTGGCCGGGCTGGGAAACGGGTGATGGGGTGTCTGCTTCGAGAAGGTGGATGTCTGCTTGGC 

SEQIDNO:351 

>gi| 7656923 |ref|NMJ314567.l| Homo sapiens breast cancer anti-estrogen 

45 resistance 1 (BCAR1) , mRNA 

GAGGCGGCAGCTGCGCGGCGGCACCGGGGCGGCTGCGGCGCGCTCGGAGCCCCGAGGCACGCGGCCCGGG 
CAGCTCGGTGTGCGCCCCCGCGAGAGCCGGGCCCCAGGCCCGCCGGACACCATGAACCACCTGAACGTGC 
TGGCCAAAGCGCTCTATGACAATGTGGCCGAGTCCCCGGATGAGCTCTCCTTCCGCAAGGGTGACATCAT 
GACGGTGCTGGAGCAGGACACGCAGGGCCTGGACGGCTGGTGGCTCTGCTCGCTGCATGGGCGCCAGGGC 

50 ATCGTGCCTGGGAACCGCCTCAAGATCTTGGTGGGCATGTATGATAAGAAGCCAGCAGGGCCTGGCTCCG 
GCCCTCCCGCCACCCCGGCCCAGCCTCAGCCTGGCCTCCATGCCCCAGCGCCTCCGGCCTCCCAGTACAC 
GCCCATGCTCCCC^^CACCTACC^GCCCC^^ 

CAGCAAGGCCTCTACCAAGTCCCGGGTCCCAGCCCTCAGTTCCAGTCTCCCCCAGCCAAGCAGACATCCA 
CCTTCTCGAAGC^GA(^CCCCATCACCCGTTTCC<^GCCCGGCCACAGACCTGTACCAGGTGCCCCC^GG 

55 GCCTGGAGGCCCTGCCC^GGATATTTACCAGGTGCC^ 

GTCCCCCCGTCC ATGGACACACGCAG CTGGGAGGGCACGAAGCC C CCGGCAAAGGTGGTGGTGCCCACCC 
GCGTGGGGCAGGGCTATGTATACGAGGCCGCCCAGCCGGAGCAGGACGAGTACGACATCCCGCGACACCT 
GCTGGCCCCGGGGCCACAGGACATCTATGATGTGCCCCCGGTTCGGGGGCTGCTTCCCAGCCAGTATGGC 
CAGGAGGTGTATGACAGACCCCCCATGGCTGTCAAGGGTCCCAATGGCCGAGACCCGTTGCTGGAGGTGT 

60 ATGACGTGCCCCCCAGTGTGGAGAAGGGCCTGCCACCGTCCAACCACCACGCAGTCTACGACGTTCCTCC 
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ATCGGTGAGCAAGGATGTGCCCGATGGCCCACTGCTGCGTGAGGAGACCTACGATGTGCCCCCCGCCTTC 
GCC^GGCCAAGCCCTTTGACCCGGCCCGCACCCCACTGGTACTGGCTGCGCCCCCTCCAGACTCCCCGC 
CGGCCGAGGACGTGTATGACGTGCCGCCCCCGGCTCCTGACCTCTACGACGTGCCCCCTGGCTTGCGGCG 
GCCTGGCCCGGGCACCCTGTACGATGTGCCCCGTGAACGGGTGCTTCCTCCTGAGGTGGCTGATGGTGGC 
5 GTGGTCGACAGTGGTGTGTATGCGGTGCCTCCCCCAGCTGAACGTGAAGCCCCGGCAGAGGGCAAGCGCC 
TGTCGGCCTCCAGCACCGGCAGC^GACGCAGCAGCCAGTCTGCGTCCTCCTTGGAGGTGGCAGGGCCGGG 
CCGGGAACCCCTGGAGCTGGAAGTTGCTGTGGAGGCCCTGGCACGGCTGCAGCAGGGTGTGAGCGCCACC 
GTTGCCCACCTTCTGGACCTGGCAGGCAGCGCCGGTGCGACTGGGAGCTGGCGTAGCCCCTCTGAGCCAC 
AGGAGCCGCTGGTGCAGGACCTGCAGGCTGCTGTGGCCGCTGTCCAGAGTGCCGTCCACGAGCTGTTGGA 

10 GTTTGCCCGCAGCGCGGTGGGCAATGCTGCCCACACATCTGACCGTGCCCTGCATGCCAAGCTTAGCCGG 
CAGCTGCAGAAGATGGAGGACGTGCACCAGACGCTGGTGGCACATGGTCAGGCCCTCGACGCTGGCCGGG 
GAGGCTCTGGAGCCACCCTTGAGGACCTGGACCGGCTGGTGGCCTGCTCGCGGGCTGTGCCCGAGGACGC 
CAAGC^GCTGGCCTCCTTCCTGCACGGCAATGCCTCACTGCTCTTCAGACGGACCAAGGCCACTGCCCCG 
GGGCCTGAGGGGGGTGGCAC C CTGCACCCGAACCCCACTGACAAGACCAGCAGCATCCAGTCACGACCCC 

15 TGCCCTCACCCCCTAAGTTCACCTCCCAGGACTCACCAGATGGGCAGTACGAGAACAGCGAGGGGGGCTG 
GATGGAGGACTATGACT ACGTCCAC CTACAGGGGAAGGAGGAGTTTGAGAAGACC C AGAAGGAGCTGCTG 
GAAAAGGGCAGC^TGACGCGGCAGGGCAAGAGCCAGCTGGAGTTGCAGCAGC 

TGGAACAGGAGGTGTCACGGCCCATAGACCACGACCTGGCCAACTGGACGCCAGC CCAACCCCTGGCCC C 
GGGGCGAACAGGCGGCCTGGGGCCCTCGGACCGGCAGCTGCTGCTCTTCTACCTGGAGCAGTGTGAGGCC 

20 AACCTGACCACACTGACCAACGCCGTGGACGCCTTCTTTACCGCCGTGGCCACCAACCAGCCGCCCAAGA 
TCTTTGTGGCGCACAGCAAGTTCGTCATCCTCAGCGCCCACAAGCTGGTGTTCATCGGGGACACACTGTC 
ACGGCAGGCCAAGGCTGCTGACGTGCGCAGCCAGGTGACCCACTACAGCAACCTGCTGTGCGACCTCCTG 
CGCGGCATCGTGGCCACCACCAAGGCCGCTGCCTTGCAGTACCCATCGCCTTCCGCGGCCCAGGACATGG 
TGGAGAGGGTCAAGGAGCTGGGCCACAGCACCCAGCAGTTCCGCCGCGTCCTAGGCCAGCTGGCAGCCGC 

25 CTGAGGGTGGTGACCCCAGGAGGGAGGCAGGGGAGGGGTGCGGCGGTCCCAGCTCCCTGGCTCCCATGTC 
AAGAGTCGCTGTGCCACAGGCTTAGGGACAGGACCCCAGCTCTGCGTCGGTCCTGGTGCCCTGGATGCCC 
AGGAATCTGTATATATTTATGGCCGGGCAGGGTGTGGGGCCATGCCTCCTCAGGAGCCGAAGCCCAGGGG 
CCGCAGTGGCCTTCCCCAGCATGCACCACGGGCCCGGGTTGGGTCACCAGACGGGGCTGGAGTGTGAGGG 
TCCTGCAGCCTGCAGGACCTCGTGCCACCCCGAGGGCTGAGCCTGGTCCCACGAGGGTGCCGTGTCCCCT 

30 GACAGGGCCAGTGCAGTTTGGTGTGTCCTCCGCCTTACCAGGAGAAGAACCTGAAGAACTATTTTTCGTT 
ATTGGTTTTCCAATCATTTGACTAAGAGTGTCCATTTAAATAAAGTTTTTAAAAGGAA 

SEQ ID NO:352 

>gi|7656924|ref |NP_055382.l| breast cancer anti-estrogen resistance 1; Crk- 
35 associated substrate pl30Cas [Homo sapiens] 

MNHLNVLAKALYDNVAESPDELS FRKGD IMTVLEQDTQGLDGWWLCSLHGRQGIVPGNRLKIIiVGMYDKK 
PAGPGSGPPATPAQPQPGLHAPAPPASQYTPMLPKr^QPQPDSVYLVPTPSKAQQGLYQVPGPSPQPQSP 
PAKQTSTF S KQTPHHPF P S PATDLYQVPPGPGGPAQD I YQVPPS AGMGHD I YQVPPSMDTRS WEGTKPPA 
KVVVPTRVGQGYVYEAAQPEQDEYD I PRHLLAPGPQD I YDVPP VRGIrLPS QYGQEVYDTPPMAVKGPNGR 

40 

DPLLEVYDVPPSVEKGLPPSNHHAVYDVPPSVSKDVPDGPLLREETYDVPPAFAKAKPFDPARTPLVLAA 
PPPDS PPAEDVYDVPPPAPDL YDVPPGLRRPGPGTLYDVPRERVLPPEVADGGVVD SGVYAVPPPAERE 
PAEGKRLSAS STGSTRS SQSAS SLEVAGPGREPLEIiEVAVEAIiARLQQGVSATVAHLLDLAGS AGATGS W 
RSPSEPQEPLVQDLQAAVAAVQSAVHELLEFARSAVGNAAHTSDRALHAKLSRQIjQKMEDVHQTLVAHGQ 
ALDAGRGGSGATLEDLDRLVAC SRAVPEDAKQLAS FLHGNAS LLFRRTKATAPGPEGGGTIjHPNPTD KTS 
45 S IQSRPLPSPPKFTSQDSPDGQYENSEGGWMEDYDYVHLQGKEEFEKTQKELIiEKGS itrqgksqlelqq 
LKQFERLEQEVSRPIDHDLAIWTPAQPIjAPGRTGGL^ 

TNQPPKIFVAHSKFVILSAHKLVFIGDTLSRQAKAADVRSQVTHYSNLLCDLLRGIVATTKAAALQYPSP 
SAAQDMVERVKELGHSTQQFRRVLGQLAAA 

50 SEQ ID NO:353 
Perlecan 

>GL2_37_B06_G3F1 Direction: N/A 

ACCGCTCCTCTCCCGAGGGCACACAACCAACCAAACTGGTGCTCTGAAACAGCGCCAGTGTCCAGTTCTCTGAGG 

AGCACTGGGTCCATGAGGTCTTGGNCGGGCGGTGCAGCTGCGCTGGAGCTGC 
55 TNGAGTGGCGTGGNTCATTCAAGAACNGGTGTTCCGGANGAAAACCAGAACAAGGTGGGTTAGATANGGAATAAA 

AGGGGGGCCGGATCGAATAAATCTTGAAGGGTCTTGAANTNAATCGTNCCAAACTTTGGAACACTTGGTCCCGGG 

TTTTCAACAGTGGTGGGCGAACATTTTTCATCTAGCAGTGGGACCCGGCGGTTAAATAATTTCTATAAATATACT 

GGGCC^GTAATAAATAGATTGGAAGNGTTCACGAGTAATTTTTAAGACAACATTTCCAACCATTTO 

AGCGACCGAGAGTAATANTTAAGAAAAACGGGTTACCGTTGGAAAC 
60 AGACCCATTTATGAGGACGCGGGTNTATNTAACC^^ 

CAGCTTTNTTGGTCGAAGTTNTGAAGAaVAAGAATTO 
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AAAAGAGGATTTGTGTNCGGACACAGGC 

GCCGAGGNCGAAAACGCTCGGAAAGTATTCTOffGGC^GCGCC^^ 
ATAATTGTGCTAGCCGGTCGTCAANTAGATGACGAACT^ 

AGTAAGAGAGGAATTTAAAAAACAGGGTGTGGTTTATACATAAACCATTATATTTTTATAATAGCG 
5 TAAAAGAGACCCGGCNGGAGATAATATCTAGTGGGTACCAGATTGGTGAATAATAGGTACTGGGGTAAATTTGTT 

SEQIDNO:354 

>GL2_37JB01_G3F1 Direction: N/A 
ACCGCTCCTCTCCCGAGGGCACACACCCACCCAAAC^ 
10 GCACTGGGTCCATGAGTCTGGNCGGCCGGTGCAGCGCGCGGAGCTGCTGCAGGTGCTGCAGAGCCTGGAGTGGCG 
TGCTCATCCAGAACTGTGTTCTGCGAGAAACCAGCACAGTGGTTAGATATGATAAAGCGGGCGCTCTGACTAAAT 
CTGAGGTCTTGATACTCT^CTGACTGTCGTAAGGGNGGAAT 

GTGAGTCCGTATTACAATTCACTTGGGGCGTCGTTTTACAACAGTCTGTGACTGGGAAAAAACCTGGCGTTA^ 

ACACATTAATCTGCCTTGCAGCGACATTCCCCTTTCTGCCAGACTGGNCGTAATAGCGAAGAGGGGCCGCGACAC 
15 GATCTGCCCTTCCCAACAGTTC^ 

TNTAAAAGAGGTAAAGAAAAGAACCGCAGGGTGTGTAAAATNCACGGAGGCNCTTANGGTGTATTGGTGCGCGGC 

GATTTGTTTNCCCAACGGCAAGNTTGGGAATACAATTTAAATTATTGAAACAAAGNGTGAC 

TGGAANAGGGAATATAGGGGTGT 

20 SEQIDNO:355 

>GL2_37_B02_G3F1 Direction: sense 

ACCGCCTCCTCTCCCGAGGCCACACACCCACCCAACCTGGTGCTCTGAACCAGCGCCAGGTCCAGTTCTCTGAGG 

AGCACTGGGTCCATGAGTCTGGCCGGCCGGTGCAGCGCGCGGAGCTGCTGCAGGTGCTGCAGAGCCTGGAGGCCG 
TGCTCATCCAGACCGTGT 

25 

SEQIDNO:356 

>GL2-86-lM13F Direction: sense 

CTGGTGGGGATGGGGACCGCCTGCCCAGGGGTGAGCTGCCTTTTGCTCCACAGCCGACACTAAAGACAATTCCCA 
ATCCTGAGTGGGTGGCAGAGACTCCTGCGATGCCCGTCTCAGGTAGCTGTGGGGCACCAGCCCACAAGCCGAGGT 
30 TGGCTCTCCTAGGAGTGAGAACTGCCCAAGGGCTG 

TGGGTAGGGGGACAGTGGGGGCAGTTCTGGGCCCACCCAGCCACTGTTCCTGACCCCAAGTCCTGGTGAGTTTCT 
GAGGTGCCCACTCCC^TCCAACCTGCCTTGCTGGCCAGCCTTGTGGCTTTGCCCAGCTGTGTGTGTGAGGGTGGC 
ATGCCCACCTCCAGTCCAGCCCAGGGCGGTA 

35 SEQIDNO:357 

>GL2-86-2M13F Direction: sense 

CTGGTGGGGATGGGGACCGCCTGCCCAGGGGTGAGCTGCCTTTTGCTCCACAGCGGCACTAAAGACAATTCCCAA 

TCCTGAGTGGGTGGCAGAGACTCCTGCGATGCCCGTCTCANGTAGCTGTGGGGCACCAGCCCACAAGCCGAGGTT 

GGNTCTCCTAGGAGTGAGAACTGCCCAAGGGCTGCAGAAACAGGCCACCCAGCTCTATCTGGGGGCTCCAATCGG 

40 TGGGTAGGGGGACAGTGGGGGCAGTTCTGGGCCCACCCAGCACTGTTCCTGAACCCAAGTCCTGGTGACTTTCTG 

AGGTGCCC^CTCCCATCCAAACTGGCTTGCTGGNC^GCCTTGTGGCTTTGNCCAGCTGTGTGTGTGAGGGTGGCA 

TGCCCANCTCCAGTCCAGCCCAGGGCGGTAGCAGCAAAGCGTGGCATCGACTCGGNNTTTCTTACAAAAAATTCA 

TAAATAATATTGACTAATAATATACTCGGAAC^TTTGTCGGGGCTTGGGGGCGTTGGCCCCGGGGAAGTCCAGTG 

TTGGGGGGCAAGGCCAGGTTGGCCCTANACGAAGGGGGGCCAGGGGCCGTTGTGTTTGGGCCCCGGGCCCTGGGG 
45 CGCNGGTGCTTGCACAGGGC 

SEQ ID NO:358 

>GL2-86-3M13F Direction: sense 

CTGGTGGGGATGGGGACCGCCTGCCCAGGGGTGAGCTGCCTTTTGCTCCACAGCCGGCACTAAAGACAATTCCCA 
50 ATCCTGAGTGGGTGGCAGAGACTCCTGCGATGCCCGTCTCAGGTAGCTGTGGGGCACCAGCCCACAAGCCGAGGT 
TGGCTCTCCTAGGAGTGAGAACTGCCCAAGGGCTGCAGAAACAGGCCACCCAGCTCTATCTGGGGGCTCCATCGG 
TGGGTAGGGGGACAGTGGGGGCAGTTCTGGGCCCACCCAGCCACTGTTCCTGACCCCAAGTCCTGGTGACTTTCT 
GAGGTGCCCACTCCCATCCAACCTGCCTTGCTGGCCAGCCTTGTGGCTTTGCCCAGCTGTGTGTGTGAGGGTGGC 
ATGCCCACCTCCAGTCCAGCCCAGGGCGGTAGCAGCAAAGCGTGGCATCGCCTCGGTTTCTTACAAAAATTC^ 
55 ATAATATTAATAATAATATACTCGACATTGTCGGGCTGG 

. SEQ1DN0:359 

>GL2-86-5M13F Direction: sense 
CTGGTGGGGATGGGGACCGCCTGCCCGGGGGTGAGCTGCCTT^ 
60 ATCCTGAGTGGGTGGCAGAGACTCCTGCGATGCCCGTCTCAGGTAGCTGTGGGGCACCAGCCCACAAGCCGAGGT 
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TGGCTCTCCTAGGAGTGAGAACTGCCC^GGGCTGCAGAAAGAGGCCACCCAGCTCTATCTGGGGGCTC 

TOGGTAGGGGGAGAGTGGGGGCAGTTCTGGGCCCACCCAGCCACT 

GAGGTGCCC^CTCCACATCCAACCTGCCTTGCTGGNGAGCC^ 

AGGGNGGAC^TGCCCACCTACCAGTACCAGACCCAGGGCGGATAGGCAGCAAAGNACGTGGCATC^ 

SEQK>NO:360 

>GIi2-86-lM13R Direction: N/A 

CTGGTCAGCGGCCGGTCCCCAGGTCCCAACGTGGCAGTCAACGCCAAGGGCAGCGTCTACATCGGCGGAGCCCC 

GACGTGGCCACGCTGACCGGGGGCAGATTCTCCTCGGGCATCACAGGCTGTGTCAAGAACCTGGTGCTO 

10 GCCCGACCCGGCGCCCCGCCCCCAC^GCCCCTGGACCTGCAGACCGGCCCAGGCCGGGGCCAACACACGCCCCTG 

CCCCTCGTAGGCACCTGCCTGCCCCACACGGACTCCCGGGCCACGCCCCAGCCCGACAATGTCGAGTATATTATT 
ATTAATATTATTATGAA 

SEQ ID NO:361 

15 >GL2-86-2M13R Direction: N/A 

CTGGTCAGCGGCCGGTCCCCAGGTCCCAACGTGGCAGTCAACGCC^GGGCAGCGTGTACATCGGCGGAGCCCCT 

GACGTGGCCACGCTGACCGGGGGGAGATTCTCCTCGGGCATCACAGGCTGTGTCAAGAACCTGGTGCTGCACTCG 
GCCCGACCCGGCGCCCCGCCCCCACAA 

20 SEQ ID NO:362 

>GL2-86-3M13R Direction: N/A 

TTGGTCAGCGGCCGGTCCCCAGGTCCCAACGTGGCAGTCAACGCCAAGGGCAGCGTCTACATCGGCGGAGCCCCT 

GACGTGGCCACGCTGACCGGGGGCAGATTCTCCTCGGGCATCACAGGCTGTGTCAAGAACCTGGTGCTGCACTCG 

GCCCGACCCGGCGCCCCGCCCCCACAGCCCCTGGACCTGCAGCACCGCGCCCAGGCCGGGGCCAACACACGCCCC 

TGCCCCTCGTAGGCACCTGCCTGCCCCACACGGACTCCCGGGCCACGCCCCAGCCCGACAATGTCGAGTATATTA 

TTATTAATATTATTATGAATTTTNNGTAAGAAACCGAGGCGATGCCACGCTTANGCTGCTACCGCCCTGGGCTGG 
ACTGGAGGTGGGCATGCCACC 



25 



SEQ ID NO:363 
30 >GL2-88-5M13R Direction: anti-sense 



35 



^u^-oo-ajyi"* Direction: anti-sense 

CTGGTCAGCGGCCGGTCCCCAGGTCCCAACGTGGCAGTCAACGCCAAGGGCAGCGTCTACATCGGCGGAGCCCCT 

GACGTGGCCACGCTGACCGGGGGCAGATTCTCCTCGGGCATCACAGGCTGTGTCAAGAACCTGGTGCTGCACTCG 

GCCCGACCCGGCGCCCCGCCCCACAGCCCCTGGACCTGCAGCACCGCGCCCAGGCCGGGGCCAACACACGCCCCT 

GCCCCTCGTAGGCACCTGCCTGCCCCACACGGACTCCCGGGCCACGCCCCAGCCGACAATGTCGAGTATATTATT 

ATTAACTATTATTATGAACTTTTTGTAAGAAACCGAGGCGATGCCACGCTTTGCTGCTACCGGCCTGGGGCTGGA 

CTGGAGGTGGGCATGCCAACACCATCACGGCACAACAGCTGGC^AAAGCCAACAAAGGGCCTTGGGCCAGGCAAG 

GGCACAGGTTGGGACTGGGAGTGGGGCACCCTCANGAAAGGTCACCCAGGGAACTATGGGGGGGTNCCAGAGGAA 

ACCACAGGTAGGGGACCTGGGGGTTTNGGGGGCCCCCCAGGAAAACTTGGGGCGCCCACAAANATNGNTACCACC 

ACCATAAACACACAAGCCCAGAANTGTGAAAACCCCCAACCCAGAGAAANTAGCAGAGCCATCGAGGAAAGCACC 
40 CCAAGATACACAGCANNACCCCATGAGAA 



45 



50 



SEQIDNO:364 

>GL2_93_2B09_G3F1 Direction: N/A 

AAGCTGCCTTTTGCTCCACAGCCGGCACTAAAGACAATTCCCAATCCTGAGTGGGTGGCAGAGACTCCCTTTGGG 

GCGATGCCCGTCTTC C AGGTAAGGCTGTGGTGGGCGGGCCAACACAC CAAAAAGGGGCCCCC CCCAAAAATAGCC 

CCATACAAACAAAACACGNGGGGCCCATACCCCACGGGAAAAGGGGGGTTTATGGGTGGGCCATTTTCCCCCAGT 

TTCCACCCGTTTAACAGGCGNGGCAACACNGCTTTrrGGGCGTGNCTGGAACAACAACCCTTTTC 

NCCCAAAAAGTAGGGTGGGCTGGGCGGCCCCTTTTATGTGTGGCCCAANACNGGAGAACACAATACTAAATAATC 

CCAAACTGGTGTGGGGTGTCCCGCCCAAATANCACCCACCCCAANTAGATGCCCCTTTTACCCCGTTTTATAAAA 

AATTTTTTTTTCCCCCTATATCTTGGCGGGGGCGAGGGGATATGT 

SEQIDNO:365 

>gi| 7427516 |re£ | NM_005529 . 2 | Homo sapiens heparan sulfate proteoglycan 2 
(perlecan) (HSPG2) , mRNA 



55 GCCCGGAGCGAGCGAGCGAGAGAGCGGCGCGGGCCGGGCCATGGGGTGGCGGGCGCCGGGCGCGCTGCTG 
CTGGCGCTGCTGCTGCACGGGCGGCTGCTGGCGGTGACCCATGGGCTGAGGGCATACGATGGCTTGTCTC 
TGCCTGAGGACATAGAGACCGTCACAGCAAGCCAAATGCGCTGGACACATTCGTACCTTTCTGATGATGA 
GGACATGCTGGCTGACAGCATCTCAGGAGACGACCTGGGCAGTGGGGACCTGGGCAGCGGGGACTTCCAG 
ATGGTTTATTTCCGAGCCCTGGTGAATTTCACTCGCTCCATCGAGTACAGCCCTCAGCTGGAGGATGCAG 

60 GCTCCAGAGAGTTTCGAGAGGTGTCCGAGGCTGTGGTAGACACGCTGGAGTCGGAGTACTTGAAAATTCC 
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CGGAGACCAGGTTGTCAGTGTGGTGTTCATCAAGGAGCTGGATGGCTGGGTTTTTGTGGAGCTGGATGTG 
GGCTCGGAAGGGAATGCGGATGGGGCTCAGATTCAGGAGATGCTGCTCAGGGTCATCTCCAGCGGCTCTG 
TGGCCTCCTACGTC^CCTCTCCCCAGGGATTC 

AGCCTGCACGGAGGCCGAGTTTGCCTGCCACAGCTACAATGAGTGTGTGGCCCTGGAGTATCGCTGTGAC 
5 CGGCGGCCCGACTGCAGGGACATGTCTGATGAGCTCAATTC 

CATTCTCTCTCCTCGTGGAGACGACATCTTTACCGCCCCGGCCAGAGACAACCATCATGCGACAGCCACC 
AGTCACCCACGCTCCTCAGCCCCTGCTTCCCGGTTCCGTCAGGCCCCTGCCCTGTGGGCCCCAGGAGGCC 
GCATGCCGCAATGGGCACTGCATCCCCAGAGACTACCTCTGCGACGGACAGGAGGACTGCGAGGACGGCA 
GCGATGAGCTAGACTGTGGCCCCCCGCCACCCTGTGAGCCCAACGAGTTCCCCTGCGGGAATGGACATTG 
10 TGCCCTCAAGCTGTGGCGCTGCGATGGTGACTTTGACTGTGAGGACCGAACTGATGAAGCCAACTGCCCC 
ACCAAGCGTCCTGAGGAAGTGTGCGGGCCCACACAGTTCCGATGCGTCTCTACCAACATGTGCATCCCAG 
CCAGCTTCCACTGTGACGAGGAGAGCGACTGTCCTGACCGGAGCGACGAGTTTGGCTGCATGCCCCCCCA 
GGTGGTGACACCTCCCCGGGAGTCCATCC^GGCTTCCCGGGGCCAGACAGTGACCTTC^CCTGCGTGGC^ 
ATTGGCGTCCCCGCCCCCTTTCTCATCAATTGGAGGCTCAACTGGGGCCACATCCCCTCTCAGCCCAGGG 
15 TGACAGTGACCAGCGAGGGTGGCCGTGGCACACTGATCATCCGTGATGTGAAGGAGTCAGACCAGGGTGC 
CTAC^CCTGTGAGGCCATGAACGCCCGGGGCATGGTGTTTGGCATTCCTGACGGTGTCCTTGAGCTCGTC 
CCACAACGAGC^GGCCCCTGCCCTGACGGCCACTTCTACCTGGAGCACAGCGCCGCCTGCCTGCCCTGCT 
TCTGCTTTGGCATCACCAGCGTGTGCCAGAGCACCCGCCGCTTCCGGGACCAGATCAGGCTGCGCTTTGA 
CCAACCCGATGACTTCAAGGGTGTGAATGTGACAATGCCTGCGCAGCCCGGCACGCCACCCCTCTCCTCC 
20 ACGCAGCTGCAGATCGACCCATCCCTGCACGAGTTCCAGCTAGTCGACCTGTCCCGCCGCTTCCTCGTCC 
ACGACTCCTTCTGGGCTCTGCCTGAACAGTTCCTGGGCAACAAGGTGGACTCCTATGGCGGCTCCCTGCG 
TTACAACGTGCGCTACGAGTTGGCCCGTGGCATGCTGGAGCCAGTGCAGCGGCCGGACGTGGTCCTCGTG 
GGTGCCGGGTACCGCCTCCTCTCCCGAGGCCACACACCCACCCAACCTGGTGCTCTGAACCAGCGCCAGG 
TCCAGTTCTCTGAGGAGCACTGGGTCCATGAGTCTGGCCGGCCGGTGCAGCGCGCGGAGCTGCTGCAGGT 
25 GCTGCAGAGCCTGGAGGCCGTGCTCATCCAGACCGTGTACAACACCAAGATGGCTAGCGTGGGACTTAGC 
GACATCGCCATGGATACCACCGTCACCCATGCCACCAGCCATGGCCGTGCCCACAGTGTGGAGGAGTGCA 
GATGCCCCATTGGCTATTCTGGCTTGTCCTGCGAGAGCTGTGATGCCCACTTCACTCGGGTGCCTGGTGG 
GCCCTACCTGGGCACCTGCTCTGGTTGCAGTTGCAATGGCCATGCCAGCTCCTGTGACCCTGTGTATGGC 
CACTGCCTGAATTGCCAGCACAACACGGAGGGGCCACAGTGCAAGAAGTGCAAGGCTGGCTTCTTTGGGG 
30 ACGCCATGAAGGCCACGGCCACTTCCTGCCGGCCCTGCCCTTGCCCATACATCGATGCCTCCCGCAGATT 
CTCAGACACTTGCTTCCTGGACACGGATGGCCAAGCCACATGTGACGCCTGTGCCCCAGGCTACACTGGC 
CGCCGCTGTGAGAGCTGTGCCCCCGGATACGAGGGCAACCCCATCCAGCCCGGCGGGAAGTGCAGGCCCG 
TCAACCAGGAGATTGTGCGCTGTGACGAGCGTGGCAGCATGGGGACCTCCGGGGAGGCCTGCCGCTGTAA 
GAACAATGTGGTGGGGCGCTTGTGCAATGAATGTGCTGAC CGCTCTTTC C ACCTGAGTACCCGAAACCCC 
35 GATGGCTGCCTCAAGTGCTTCTGCATGGGTGTCAGTCGCCACTGCACCAGCTCTTCATGGAGCCGTGCCC 
AGTTGCATGGGGCCTCTGAGGAGCCTGGTCACTTCAGCCTGACCAACGCCGCAAGC^CCCACACCACCAA 
CGAGGGCATCTTCTCCCCCACGCCCGGGGAACTGGGATTCTCCTCCTTCCACAGACTCTTATCTGGACCC 
TACTTCTGGAGCCTCCCTTCACGCTTCCTGGGGGACAAGGTGACCTCCTATGGAGGAGAGCTGCGCTTCA 
CAGTGACCCAGAGGTCCCAGCCGGGCTCCACACCCCTGCACGGGCAGCCGTTGGTGGTGCTGCAAGGTAA 

40 

CAACATCATCCTAGAGCACCATGTGGCCCAGGAGCCCAGCCCCGGCCAGCCCAGCACCTTCATTGTGCCT 
TTCCGGGAGCAAGCATGGCAGCGGCCCGATGGGCAGCCAGCCACACGGGAGCACCTGCTGATGGCACTGG 
CAGGCATCGACACCCTCCTGATCCGAGCATCCTACGCCCAGCAGCCCGCTGAGAGCAGGGTCTCTGGCAT 
CAGCATGGACGTGGCTGTGCCCGAGGAAACCGGCCAGGACCCCGCGCTGGAAGTGGAACAGTGCTCCTGC 
CCACCCGGGTACCGTGGGCCGTCCTGCCAGGACTGTGACACAGGCTACACACGCACGCCCAGTGGCCTCT 

45 ACCTGGGTACCTGTGAACGCTGCAGCTGCCATGGCCACTCAGAGGCCTGCGAGCCAGAAACAGGTGCCTG 
CCAGGGCTGCCAGCATCACACGGAGGGCCCTCGGTGTGAGCAGTGCCAGCCAGGATACTACGGGGACGCC 
CAGCGGGGGACACCACAGGACTGCCAGCTGTGCCCCTGCTACGGAGACCCTGCTGCCGGCCAGGCTGCCC 
ACACTTGTTTTCTGGACACAGACGGCCACCCCACCTGTGATGCGTGCTCCCCAGGCCACAGTGGGCGTC^ 
CTGTGAGAGGTGCGCCCCTGGCTACTATGGCAACCCCAGCCAGGGCCAGCCATGCCAGAGAGACAGCCAG 

50 GTGCCAGGGCCCATAGGCTGCAACTGTGACCCCCAAGGCAGCGTCAGCAGCCAGTGTGATGCTGCTGGTC 
AGTGCCAGTGCAAGGCCCAGGTGGAAGGCCTCACTTGCAGCCACTGCCGGCCCCACCACTTCCACCTGAG 
TGCCAGCAACCCAGACGGCTGCCTGCCCTGCTTCTGTATGGGCATCACCCAGCAGTGCGCCAGCTCTGCC 
TACACACGCCACCTGATCTCCACCCACTTTGCCCCTGGGGACTTCCAAGGCTTTGCCCTGGTGAACCCAC 
AGCGAAACAGCCfGCCTGACAGGAGAATTCACTGTGGAACCCGTGCCCGAGGGTGCCCAGCTCTCTTTTGG 

55 CAACTTTGCCCAACTCGGCCATGAGTCCTTCTACTGGCAGCTGCCGGAGACATACCAGGGAGACAAGGTG 
GCGGCCTACGGTGGGAAGTTGCGATACACC CTCTCCTAC ACAGCAGGCCCACAGGGCAGCC CACTCTCTG 
ACCCCGATGTGCAGATCACGGGCAACAACATCATGCTAGTGGCCTCCCAGCCAGCGCTGCAGGGCCCTGA 
GAGGAGGAGCTACGAGATCATGTTCCGAGAGGAATTCTGGCGCCGGCCCGATGGGCAGCCGGCCACACGC 
GAGCACCTCCTGATGGCACTGGCCGACCTGGATGAGCTCCTGATCCGGGCCACGTTCTCCTCCGTGCCGC 

60 TGGTGGCCAGCATCAGCGCAGTCAGCCTGGAGGTCGCCCAGCCGGGGCCCTCAAACAGACCCCGCGCCCT 
CGAGGTGGAGGAGTGCCGCTGCCCGCCAGGCTACATCGGTCTGTCCTGCCAGGACTGTGCCCCCGGCTAC 
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ACGCGCACCGGGAGTGGGCTCTACCTCGGCCACTGCGAGCTATGTGAATGCAATGGCCACTCAGACCTGT 
GCCACCCAGAGACTGGGGCCTGCTCGCAATGCCAGCACAACGCCGCAGGGGAGTTCTC 

CCCTGGCTACTACGGAGATGCCACAGCCGGGACGCCTGAGGACTGCCAGCCCTGTGCCTGCCCACTGACC 
AACCCAGAGAACATGTTTTCCCGCACCTGTGAGA 

AACCCGGCTACACTGGCCAGTACTGTGAGCAGTGTGGCCCAGGTTACGTGGGTAACCCCAGTGTGCAAGG 

GGGCCAGTGCCTGCCAGAGACAAACCAAGCCCCACTGGTGGTCGAGGTCCATCCTGCTCGAAGCATAGTG 

CCCCAAGGTGGCTCCCACTCCCTGCGGTGTCAGGTCAGTGGGAGGGGACCCCACTACTTCTATTGGTCCC 

GTGAGGATGGGCGGCCTGTGCCCAGCGGCACCCAGCAGCGACATCAAGGCTCCGAGCTCCACTTCCCCAG 

CGTCCAGCCCTCGGATGCTGGGGTCTACATTTGCACCTGCCGTAATCTCCACCGATCC^ATACCAGCCGG 

GC^GAGCTGCTGGTCACTGAGGCTCCAAGCAAGCCCATCACAGTGACTGTGGAGGAGCAGCGGAGCCAGA 

GCGTGCGCCCCGGAGCTGACGTCACCTTCATCTGCACAGCCAAAAGCAAGTCCCCAGCCTATACCCTGGT 

GTGGACCCGCCTGCACAACGGGAAACTGCCCACCCGAGCCATGGATTTCAATGGCATCCTGACCATTCGC 

AACGTCCAGCTGAGTGATGCAGGCACCTACGTGTGCACCGGCTCCAACATGTTTGCCATGGACCAGTC 

CAGCCACTCTACATGTGCAGGCCTCGGGCACCTTGTCCGCCCCCGTGGTCTCCATCCATCCGCCACAGCT 

CACAGTGCAGCCCGGGCAACTGGCGGAGTTCCGCTGCAGCGCCACAGGGAGCCCCACGCCCACCCTCGAG 

TGGACAGGGGGCCCCGGCGGCCAGCTCCCTGCGAAGGCACAAATCCACGGCGGCATCCTGCGCCTGCCAG 

CTGTCGAGCCCACGGATCAGGCCCAGTACTTGTGCCGAGCCCACAGCAGCGCTGGGCAGCAGGTGGCCAG 

GGCTGTGCTCCACGTGCATGGGGGCGGTGGGCCCAGAGTCCAAGTGAGCCCAGAGAGGACCCAGGTCCAC 

GCAGGCCGCACCGTCAGK3CTGTACTGCAGGGCTGCAGGCGTGCCTAGCGCCACCATCACCTGGAGGAAGG 

AAGGGGGCAGCCTCCCACCACAGGCCCGGTCAGAGCGCACAGACATCGCGACACTGCTCATCCCAGCCAT 

CACGACTGCTGACGCCGGCTTCTACCTCTGCGTGGCCACCAGCCCTGCAGGCACTGCCCAGGCCCGGATC 

CAAGTGGTTGTCCTTTCAGCCTCAGATGCCAGCCAACCGCCGGTCAAGATTGAGTCCTCATCGCCOT 

TGACAGAAGGGCAAACACTCGACCTCAACTGTGTGGTGGCAGGGTCAGCCCATGCCCAGGTCACCTGGTA 

CAGGCGAGGGGGTAGCCTGCCTCACCACACCCAGGTGCACGGCTCCCGTCTGCGGCTCCCCCAGGTCTCA 

CCAGCTGATTCTGGAGAGTATGTGTGCCGTGTGGAGAATGGATCGGGCCCCAAGGAGGCCTCCATTACTG 

TGTCTGTGCTCCACGGCACCCATTCTGGCCCCAGCTACACCCCAGTGCCCGGCAGCACCCGGCCCATCCG 

CATCGAGCCCTCCTCCTCACACGTGGCGGAAGGGCAGACCCTGGATCTGAACTGCGTGGTGCCCGGGCAG 

GCCCACGCCCAGGTCACGTGGCACAAGCGTGGGGGCAGCCTCCCTGCCCGGCACCAGACCCACGGCTCGC 

TGCTGCGGCTGCACCAGGTGACCCCGGCCGACTCAGGCGAGTATGTGTGCCATGTGGTGGGCACCTCCGG 

CCCCCTAGAGGCCTCAGTCCTGGTCACCATCGAAGCCTCTGTCATCCCTGGACCCATCCCACCTGTCAGG 

ATCGAGTCTTCATCCTCCACAGTGGCCGAGGGCCAGACCCTGGATCTGAGCTGCGTGGTGGCAGGGCAGG 

CCCACGCCCAGGTCACATGGTACAAGCGTGGGGGCAGCCTCCCTGCCCGGCACCAGGTTCGTGGCTCCCG 

CCTGTACATCTTCCAGGCCTCACCTGCCGATGCGGGACAGTACGTCTGCCGGGCCAGCAACGGCATGGAG 

GCCTCCATCACGGTCACAGTAACTGGGACCCAGGGGGCCAACTTAGCCTACCCTGCCGGCAGCACCCAGC 

CCATCCGCATCGAGCCCTCCTCCTCGCAAGTGGCGGAAGGGCAGACCCTGGATCTGAACTGCGTGGTGCC 

CGGGCAGTCCCATGCCCAGGTCACGTGGCACAAGCGTGGGGGCAGCCTCCCTGTCCGGCACCAGACCCAC 

GGCTCCCTGCTGAGACTCTACCAAGCGTCCCCCGCCGACTCGGGCGAGTACGTGTGCCGAGTGTTGGGCA 

GCTCCGTGCCTCTAGAGGCCTCTGTCCTGGTCACCATTGAGCCTGCGGGCTCAGTGCCTGCACTTGGGGT 

CACCCCCACGGTCCGGATCGAGTCATCGTCTTCGCAAGTGGCAGAGGGGCAGACCCTGGACCTGAACTGC 

CTCGTTGCTGGTCAGGCCCATGCCCAGGTCACGTGGCACAAGCGCGGGGGCAGCCTCCCGGCCCGGCACC 

AGGTGCATGGCTCGAGGCTACGCCTGCTCCAGGTGACCCCAGCTGATTCAGGGGAGTACGTGTGCCGTGT 

GGTCGGCAGCTCAGGTACCCAGGAAGCCTCAGTCCTTGTCACCATCCAGCAGCGCCTTAGTGGCTCCCAC 

TCCCAGGGTGTGGCGTACCCCGTCCGCATCGAGTCCTCCTCAGCCTCCCTGGCCAATGGACACACCCTGG 

ACCTCAACTGCCTGGTTGCCAGCCAGGCTCCCCACACCATCACCTGGTATAAGCGTGGAGGCAGCTTACC 

CAGCCGGCACCAGATCGTGGGCTCCCGGCTGCGGATCCCTCAGGTGACTCCGGCAGACTCGGGCGAGTAC 

GTGTGTCACGTCAGTAACGGTGCAGGCTCCCGGGAGACCTCGCTCATCGTCACCATCCAGGGCAGCGGTT 

CCTCCCACGTGCCCAGAGTCTCCCCACCGATCAGGATCGAGTCGTCTTCCCCCACGGTGGTGGAAGGGCA 

GACCTTGGATCTGAACTGCGTGGTCGCCAGGCAGCCCCAGGCTATCATCACATGGTACAAGCGTGGGGGC 

AGCCTTCCCTCCCGACACCAGACCCATGGCTCCCACCTGCGGTTGCACCAAATGTCTGTGGCTGACTCGG 

GCGAGTATGTGTGCCGGGCCAACAACAACATCGATGCCCTGGAGGCCTCAATCGTCATCTCCGTCTCCCC 

TAGCGCCGGCAGCCCCTCCGCCCCTGGCAGCTCCATGCCCATCAGAATTGAGTCATCCTCCTCACACGTG 

GCCGAAGGGGAGACCCTGGATCTGAACTGCGTGGTCCCCGGGCAGGCCCATGCCCAGGTCACTTGGCACA 

AGCGTGGGGGCAGCCTCCCCAGTTACCATCAGACCCGCGGCTCACGGCTGCGGCTGCACCATGTGTCCCC 

GGCCGACTCGGGTGAATACGTGTGCCGGGTGATGGGCAGCTCTGGCCCCCTGGAGGCCTCAGTCCTCGTC 

ACCATCGAAGCCTCTGGCTCAAGTGCTGTCCACGTCCCCGCCCCAGGTGGAGCCCCACCCATCCGCATCG 

AGCCCTCCTCCTCCCGAGTGGCAGAAGGGCAGACCCTGGATCTGAAGTGCGTGGTGCCCGGGCAGGCCCA 

CGCCCAGGTCACGTGGCACZ^GCGTGGAGGAAACCTCCCTGCCCGGC^CCAGGTCCACGGCCCACTGCTG 

AGGCTGAACCAGGTGTCCCCGGCTGACTCTGGCGAGTACTCGTGCCAAGTGACCGGAAGCTCAGGCACCC 

TGGAGGCATCTGTCCTGGTCACAATTGAGCCCTCCAGCCCAGGACCCATTCCTGCTCCAGGACTGGCCCA 

GCCCATCTACATCGAGGCCTCCTCTTCACACGTGACTGAAGGGCAGACTCTGGATCTGAACTOTGTGGTG 

CCCGGGCAGGCCCATGCCCAGGTCACGTGGTACAAGCGCGGGGGCAGCCTCCCCGCCCGGCACCAGACCC 
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AT^TCCCAGCTGCGGCTCCACCACGTCTCCCCTGCCGACTCAGGCGAGTATGTOTGTCGTGCAGCCGG 
C^CCCAGGCCCTGAGCAAGAAGCCTCCTTC^CAGTCACCGTC^^ 

C ^ GGAGCCCGGTCATCTC ^^ 

AGTCCCTCATCCATGACGGGGCAGCCCCCATCAGCCTCGAGTGGAAGACCCGGAACCAGGAGCTGGAGGA 

CAACGTCC^CATCAGTCCCAATGGCTCCATCATCACCATCGTGGGCACCCGGCCCAGCAACCACGGTACC 

TACCGCTGCGTGGCCTCCAATGCCTACGGTGTGGCCCAGAGTGTGGTGAACCTCAGTGTGCACGGGCCCC 

CTACAGTGTCCGTGCTCCCCGAGGGCCCCGTGTGGGTGAAAGTGGGAAAGGCCGTCACCCTGGAGTGTGT 

^GTGCCGGGGAGCCCCGCTCCTCTGCTCGTTGGACCCGGATCAGCAGCACCCCTGCCAAGTTGGAGCAG 

CGGACATATGGGCTCATGGACAGCCACACGGTGCTGCAGATTTCATCAGCTAAACCATCAGATGCGGGCA 

CTTATGTGTGCCOTGCTCAGAATGCACTAGGCACAGCACAGAAGCAGGTGGAGGTGATCGTG^ 

CGCCATGGCCCCAGGGGCCCCTCAGGTCCAAGCTGAAGAAGCTGAGCTGACTGTGGAGGC 

GCC^CCTTGCGCTGCTC^GCC^CAGGCAGCCCCGCGCGCACCATCCAC^GTCCAAGCTGCGTTCCCCAC 

TGCCCTGGCAGCACCGGCTGGAAGGTGACACACTCATCATACCCCGGGTAGCCCAGCAGGACTCGGGCCA 

gtacatctgcaatgccactagccctgccggg^cgctgaggccaccatcatcctgcacgtggagagS 

CCATATGCCACCACGGTCCCAGAGC^CGCTTCGGTG^ 
CTCACGGGAC^CCCCCACTCACCTTCCAGTGGAGCCGCGTGGGC^G^ 

AACAAGGTGGGCTCAGCCGAGGCCTTTGCCCAGCTGCTCGTCCAAGGCCCTCCCGGCTCTCTCCCTGCCA 
CCTCCATCCCAGCAGGGTCCACGCCCACCGTGCAGGTCACGCCTCAGCTAGAGACCAAGAGCATOGGGGC 
CAGCGTTGAGTTCCATTGTGCTGTGCCCAGCGACCGGGGTACCCAGCTCCGTTGGTTCAAGGAAGGGGGT 

cagctgcctcccggtc^cagcgtgcaggatc^ggtgctccgaatccagaactS 

CCTGCCCTCGGTGCTC^TCAACATCCGGACCTCTGTGCAGACCGTGGTGGTTGGCCACGCCGTGGAGTTC 

^tgcctggcactgggtgaccccaagcctcaggtgacatggagc^ 

2 C i^nn G ^ GAGCGGAGGTCTCGTCAGGATCGCC ^^ 

CACTGCCACCAACG<^GCTGGCACCACACAATCCCACGTCCTGCTGCTTGTGCAAGCCTTGCCCCA^^ 
TCAATGCCCCAAGAAGTCCGTGTGCCTGCTCGTTCTGCAGCTGTCra^ 

cctgatgctgccctc^gtccaaccccaggacgcaggtacc^ 

AAGGTCAAAGCCTTTGCCCACCTGCAGGTGCCAGAGCGGGTGGTGCCCTACTTCACGCAGACCCCCTACT 
CCTTCCTACCGCTGCCCACCATCAAGGAT<^CTACAGGAAGTTCGAGATCAAGATCA^ 

^™ GATGGGATCCTG ^ 

CGGCAGCCCGACTTCATCTCCTTCGGCCTCGTGGGGGGAAGGCCCGAGTTCCGGTTCGATGCAGGCTCAG 
GCATGGCCACCATCCGCCATCCCAGACCACTGGCCCTGGGCCATTTCCACACCGTGACCCTGCTGCGCAG 

GGCCTGGATCTGAACGAGGAACTCTACCTGGGTGGCTATCCTGACTATGGTGCCATCCCCAAGGCGGGGC 
TGAGCAGCGGCTT<^TAGGCTGTGTCCGGGAGCTGCGCATCCAGGGCGAGGAGAT 

CAACCTCACGGCGCACGGCATCTCCCACTGCCCCACCTGTCGGGACCGGCCCTGCCAGAATGGCGGTCAG 

TGCCATGACTCTGAGAGCAGCAGCTATGTGTGCGTCTGCCCAGCTGGCTOCACCGGGAGCCGCTC 

ACTCGCAGGCCCTGCACTGCCATCCAGAGGCCTGTGGGCCCGACGCCACCTGTGTGAACCGGCCTCAC^G 

TCGAGGCTACACCTGCCGCTGCCACCTGGGCCGCTCGGGGTTGCGGTGTGAGGAAGGTGTGACACTGAC^ 

ACCCCCTCGCTGTCGGGTGCTGGCTCCTACCTGGCACTGCCCGCCCTCACCAACACACACCACGAGCTAC 

GCCTGGACGTGGAGTTCAAGCCACTCGCCCCTGACGGGGTCCTGCTGTTGAGCGGGGGGAAGAGCGGG 

CTGGCCGTTCTGCGGACGGCCGAGCCGCTGGCCCTGGGCCGCTGGCACCGTGTGTCTGCAGAGCGTCTCA 

^ CAAG f™S AGCCTGCGGGTGAATGGTGGACGCCC 
CC * CAAC ^ GCACACGG ^^ 

gtttcctaggcagccagggcatcgggcaatgctatgacagctccccatgtgagcgccagccttgccaaS 

^^ GCAGGTGCATCCCCGCTGGCGAG TATGAGTTCCAGTGCCTGTGTCGAGATGG^ 
^ G ^ GAGCACGAGGAGAACCCCTGGG AGCTCCGTGAACCC 

* GGAGG ^ CGGACCAGCA ^^ 
AGGCAAGGACTTCAT ^^ 

gaggcccgcctggtctctgaggaccccatcaatgacggcgagtggcaccgggtgac^gcactgcgggagI 

GCCGCAGAGGTTCCATCCAAGTCGACGGTGAGGAGCTGGTCAGCGGCCGGTCCCCAGGTCCCAACGTGGC 
AGTCAACGCCAAGGGCAGCATCTACATCGGCGGAGCCCCTGACGTGGCCACGCTGACCGGGGGCAGATTC 
TCCTCGGGCATCACAGGCTGTGTCAAGAACCTGGTGCTGCACTCGGCCCGACCCGGCGCCCCGCCCCCAC 
AGCCCCTGGACCTGCAGCACCGCGCCCAGGCCGGGGCCAACACACGCCCCTGCCCCTCGTAGGCACCTGC 
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CTGCCC<^CACGQACTCCCGGGCCA.CGCCCCAQCCCGACAATGTCGAGTATATTATTATTAATATTATTA 
TGAATTTTTGTAAGAAACCGAGCGATGCCACGCTTTGCTCGTACCGCCCTGGGCTGGACTCGAGGTGGGC 
ATGCCACCCTCACACA(^CAGCTGGGCAAAGCC^CAAGGCTGGCCAGCAAGGCAGGTTGGATGGGAGTGG 
GCACCTCAGAAAGTCACCAGGACTTGGGGTCAGGAACAGTGGCTGGGTGGGCCCAGAACTGCCCCCACTG 
TCCCCCTACCCACCGATGGAGCCCCCAGATAGAGCTGGGTGGCCTGTTTCTGCAGCCCTTGGGCAGTTCT 
CACTCCTAGGAGAGCCAACCTCGGCTTGTGGGCTGGTGCCCCACAGCTACCTGAGACGGGCATCGCAGGA 
GTCTCTGCCACCCACTCAGGATTGGGAATTGTCTTTAGTGCCGGCTGTGGAGCAAAAGGCAGCTCACCCC 
TGGGCAGGCGGTCCCC^TCCCCACCAGCTCGTTTTTCAGCACCCCCACCCACCTCCACCCAGCCCCTGGC 

SEQIDNO:366 

>gi | 7427517 |ref|NP_00552 0.2 | heparan sulfate proteoglycan 2 (perlecan); 
S™^??x fate P xoteo ^Y^ of basement membrane (perlecan) [Homo sapiens] 
MG WRAPGALLIiALLIiHGRIiLAVTHGIiRAYDGLS LPED I ET VTAS QMRWTHS YLSDDEDMIiADS I SGDDLG 
SGDLGSGDPQMVYFRALVNFTRSIEYSPQLEDAGSREFREVSEAWDTLESEYLKIPGDQWSWFIKEL 
DGWVFVELDVGSEGNADGAQIQEMLLRVISSGSVASYVTSPQGPQPRRLGTVPQFPRACTEAEPACHSyN 
ECVALEYRCDRRPDCRDMSDELNCEEPVLGI S PTFSLIiVETTSLPPRPETTIMRQPPVTHAPQPLIjPGSV 

RPLPCGPQEAACRNGHCIPRDYLCDGQEDCEDGSDELDCGPPPPCEPNEFPCGNGHCALKLWRCDGDFDC 
EDRTDEANCPTKRPEBVCGPTQFRCVSTNMC1PASFHCDEESDCPDRSDEFGCMPPQWTPPRESIQASR 
GQTVTFTCVAIGVPAPFLIlTORIi^GHIPSQPRVTVTSEGGRGTLlIRDVKESDQGAYTCEAl^ARGMVF 
GIPDGVLELVPQRAGPCPDGHFYLEHSAACLPCFCFGITSVCQSTRRFRDQIRLRFDQPDDFKGVNVTMP 
AQPGTPPLSSTQLQIDPSLHEFQLVDLSRRFLVHDSFWALPEQFLGNKVDSYGGSLRYNVRYELARGMLE 
PVQRPDVVLVGAGYRLLSRGHTPTQPGALNQRQVQFSEEHWVHESGRPVQRAELLQVLQSLEAVLIQTVY 
NTKMASVGLSDIA^TTVTHATSHGRAHSVEECRCPIGYSGLSCESCDAHFTRVPGGPYLGTCSGCSCNG 
HASSCDPVYGHCLNCQHNTEGPQCKKCKAGFFGDAMKATATSCRPCPCPYIDASRRFSDTCFLDTDGQAT 
CDACAPGYTGRRCESCAPGYEGNPIQPGGKCRPVNQEIVRCDERGSMGTSGEACRCKN1TVVGRLCNECAD 
RSFHLSTRNPDGCLKCFCMGVSRHCTSSSWSRAQLHGASEEPGHFSLTNAASTHTTNEGIFSPTPGELGF 
SSFHRLLSGPYFWSLPSRFLGDKVTSYGGELRFTVTQRSQPGSTPLHGQPLWLQGNNIILEHHVAQEPS 
PGQPSTFIVPFREQAWQRPDGQPATREHLLMALAGIDTLLIRASYAQQPAESRVSGISMDVAVPEETGQD 
PALEVEQCSCPPGYRGPSCQDCDTGYTRTPSGLYLGTCERCSCHGHSEACEPETGACQGCQHHTEGPRCE 
QCQPGYYGDAQRGTPQDCQLCPCYGDPAAGQAAHTCFLDTDGHPTCDACSPGHSGRHCERCAPGYYGNPS 
QGQPCQRDSQVPGPIGCNCDPQGSVSSQCDAAGQCQCKAQVEGLTCSHCRPHHFHLSASNPDGCLPCFCM 
GITQQCASSAYTRHLISTHFAPGDFQGFALVNPQRNSRLTGEFTVEPVPEGAQLSFGNFAQLGHESFYWO 
LPETYQGDKVAAYGGKLRYTLSYTAGPQGSPLSDPDVQITGNNIMLVASQPALQGPERRSYEIMFREEFW 
RRPDGQPATREHLLMAIiADIjDELIjIRATFSSVPLVAS I SAVSLEVAQPGPSNRPRALEVEECRCPPGYIG 

LSCQDCAPGYTRTGSGLYLGHCELCECNGHSDLCHPETGACSQCQHNAAGEFCELCAPGYYGDATAGTPE 
DCQPCACPLTNPENMFSRTCESLGAGGYRCTACEPGYTGQYCEQCGPGYVGNPSVQGGQCLPETNQAPLV 
VEVHPARSIVPQGGSHSLRCQVSGRGPHYFYWSREDGRPVPSGTQQRHQGSELHFPSVQPSDAGVY1CTC 
RNLHRSNTSRAELLVTEAPS KP1 TVTVEEQRS QS VRPGAD VTF I CTAKS KS PAYTLVWTRIiHNGKLPTRA 

MDFNGILTIRNVQLSDAGTYVCTGSNMFAMDQGTATLHVQASGTLSAPWSIHPPQLTVQPGQLAEFRCS 
^P^EWTGGPGGQLPA^^ 

^PjSRTQ^GRTVRLYCRA^ 

SPAGTAQARIQWVLSASDASQPPVKIESSSPSVTEGQTLDLNCWAGSAHAQVTWYRRGGSLPHHTQVH 

LDI^CVVPGQAHAQVTWHKRGGSLPARHQTHGSLLRLHQVTPADSGEYVCHVVGTSGPLEASVLVTIEAS 
VIPGPIPPVRIESSSSTVAEGQTLDLSCWAGQAHAQVTWYKRGGSLPARHQVRGSRLYIFQASPADAGO 

GSLPVRHQTHGSLLRLYQASPADSGEYVCRVLGSSVPLEASVLVTIEPAGSVPALGVTPTVRIESSSSQV 
AEGQTLDLNCLVAGQAHAQVTWHKRGGSLPARHQVHGSRLRLLQVTPADSGEYVCRWGSSGTQEASVLV 
TIQQRLSGSHSQGVAYPVRIESSSASLANGHTLDLMCLVASQAPHTITWYKRGGSLPSRHQIVGSRLRIP 
QVTPADSGEYVCHVSNGAGSRETSLIVTIQGSGSSHVPRVSPPIRIESSSPTWEGQTLDLNCWARQPO 
AIITWYKRGGSLPSRHQTHGSHLRLHQMSVADSGEYVCRANNNIDALEASIV1SVSPSAGSPSAPGSSMP 

^^^^^AHAQVTWYKRGGSLPAP^ 

VPPSEGSSYRLRSPVISIDPPSSTVQQGQDASFKCLIHDGAAP1SLEWKTRNQELEDNVHISPNGSIITI 
VGTRPSNHGTYRCVASNAYGVAQSVVNLSVHGPPTVSVLPEGPVWVKVGKAVTLECVSAGEPRSSARWTR 
1S fl P ^^ RTOG ^ SI ™ Q1SS ^ 

ATIIIJIVESPPYATTVPEHASVQAGETVQLQCIJ^GTPPLTFQWSRVGSSLPGRATARNELLHFERAAPE 
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DSGRYRCR VTNKVGSAEAFAQLIjVQGPPGSIjPATS I PAGSTP WQ VTPQLETKS IGASVEFHCAVPSDRG 
TQLRWFKEGGQLPPGHSVQDGVLRIQITCiDQSCQGTYICQ 
TVVVGHAVEFECLALGDPKPQVTWSKVGGHIxRPGIVQSGGVVRI 
LLLVQAIiPQISMPQEVRVPAGSAAv^ 
5 YVCTATNRQGKVKAFAHLQ VPER VVPYFTQTPYS FLPLPTIKDAYRKFE IKITFRPDSADGMLLYNGQKR 
VPGSPTNIiANRQPDFISFGLVGGRPEFRFDAGSGMATIRHPTPLALGHFHTVTIjLRSIiTQGSLIV 
VNGTSQGKFQGLDIiNEELYLGGYPDYGAIPKAGLSSGFIGCVREIiRIQGEEIVF'HDLNLTAHGISH 
^RPCQNGGQCHDSESSSYVCVCPAGFTGSRCEHSQALHCHPEACGPDA^ 
LRCEEGVTVTTPSIiSGAGSYLALPALTNTHHELRLDVEFKPLAPDGVLLFSGGKSGPVE^ 

10 LEFRYELGSGIiAVLRTAEPLALGRWHRVSAERIiNKDGSLRVNGGRPVLRSSPGKSQGI^^ 

PSVPLSPATNMSAHFRGCVGEVSVNGKRLDLTYSFLGSQGIGQCYDSSPCERQPCQHGATCMP 
CLCRDGIKGDLCEHEENPCQLREPCLHGGTCQGTRCLCLPGFSGPRCQQGSGHGIAESDWHLEGSGGNDA 
PGQYGAYFHDDGFLAFPGHVFSRSLPEVPETIELEVRTSTASGLLLWQGVEVGEAGQGKDFISLGLQDGH 
I*VFRYQLGSGEARLVSEDPIOT)GEWHRVTALREGRRGS IQVDGEELVSGRS PGPNVAVNAKGS I YIGGAP 

15 DVATLTGGRFSSGITGCVKNLVLHSARPGAPPPQPLDLQHRAQAGANTRPCPS 

SEQ ID NO:367 

PGR-l (T-cell activation protein) 
>GIi3_8D_3_M13F Direction; N/A 
20 ATATGCTCATCCAGATCAAAACGCAGGTGGAGGCCTCGGAGGAGAGCGCCCTCAACCACCTCCAGAACCCGGGCG 
ACGCGGCCGAGGGCCGGGCGGCCAAGAGGTGCGAGAAGGCCGAGGAGAAGGCCGANCGGAAGATTTGCTGAAAAC 
TNGCATGTAGATGCTTGGTGGAGCTGTGTCCGGCTGGATTAGCAGTAAGAGCGAAGTTCAGTCGGTGAGCGCGGT 
CGGGCGGTTTTCCAGGGTCCGATGGGATTCTCT^ 

GGAAAGGCCTGGATAAGCCTAGAAGAAGCCCCTTTTTGGTTGTATCTCTTCTNGTTCTTTCCTGTCTATTNCCTA 
25 TCTTGCTCTTCAGCTTTTANANAQTTTAACaGGNT 

GACCCTTTCGAATC^TGGAANGTTTTTCGGAATTTTGTTAAACGGTGGTGTGAGTAGATTTTACGGGGGAAAAGG 
TTAAATTGT 

SEQ ID NO:368 

30 >GL3_26KV_PCR_G3F1 Direction: N/A 

ATATGCTCATCCAGATCAAAACGCAGGTGGAGGCCTCGGAGGAGAGCGCCCTCAACCACCTCCAGAACCCGGGCG 
ACGCGGCCGAGGGCCGGGCGGCCAAGAGGTGCGAGAAGGCCGAGGAGAAGGCCAAGGGAGATTGCGAAGATGGCA 
GAGATGCTGGTGGAGCTGGTCCGGCGGATAGAGAAGAGCGAGTCGTCGTGAGCGCGGTCGGCGGTTTCCAGCCAA 
TGGATTCTGGTCAACTGGTGGAGATTGGCTGACACCCTGGAGAAGCCGAAACCAGAGAGCCTTTTGTTTTCTCTT 
35 TTTTTTCCTGTCTATGCTCTGTCTCACTTTAACACTACGTTTTCTGCTATGGGTCCTGGTGAGATTGATGACC 

SEQ ID NO:369 

>GL3_27BP_3_M13F Direction: N/A 

ATATGCTCATCCAGATCAAAACGCAGGTGGAGGCCTCGGAGGAGAGCGCCCTCAACCACCTCCAGAACCCGGGCG 

40 ACGCGGCCGAGGGCCGGGCGGCCAAAGAGGTGCGAGAAGGCCGAGGAGAAGGCCAAGGAGATTGCGAAGATGGCA 

GAGATGCTGGTGGAGCTGGTCCGGCGGATAGAGAAGAGCGAGTCGTCGTGAGCGCGGTCGGCGGTTTCCAGCCAA 

TGGATTCTGGTCAACTGGTGGAGATTGGCTGACACCCTGGAGAAGCCGAAAACCAGAGAGCCTTTGTGTTTCCTG 

TTTTTTTTCCCTGTCTATGCTCTGTCCTCACTTAACACTACGTTTCCTGCTATGGTCATGTGGTTGATGACCCTC 

AATATGAGTTTCGAATGGTAACGTGTATAGAGTAGTGGGAAGTAATTTGGTTTGAANAATGCTCTCACAATACAG 

45 GGAATTAGGGACCTAGGATTGTAAGCTCTTGCCAGGCAGGTCAACATTTTGTTGCCGGGGCTTTGGGGGGTAATT 
TCTA 

SEQ ID NO:370 

>GL3_27BP_3_M13R Direction: anti-sense 

50 CCCCGTTGAAGTCTGGTCCTTTCTTCAGTAGTTGCTGCATG 

CACCTCCAGAGCTGGAGAACTCCAACTGTGAGTCTCATGTGTCACACACAGACCCAAAGTTCCAGGGAGCTATCA 
GGTCAC^CAAGAAATAGCAAAGCACCTCAAAAATTra^ 

GG^GAGCTTACAATCTAGGTCCTAATTCCTGTATGTGAGAGCATTTTC^^ 

CACGTTAACAATCGAAACTCATATTGAGGTCATCAACCACAGACCATAGCAGAAAACGTAGTGTTAAGTGAGACA 
55 GAGCATAGACAGGAAAAAAAAGAGAAAACAAAAGGCTCTCTGGTTTCGGCTTCTCCAGGGTGTCAGCCAATCTCC 
ACCAGTTGACCAGAATCCATTGGCTGGAAACCGCCGACCGCGCTCACGACGACTCGCTCTTCTCTATCCGCCGGA 
CCAGCTCCACCAGCATCTTCTGCCATCTTCGCAATCTCCTTGGCCTTCTCCTCGGCTTCTCGCACCTCTT 
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SEQIDNO:371 

>GL3_8D_1JVI13R Direction: anti-sense 

CCCCGTTGAAGTCTGATCCTTTCTTCAGT^ 

^CCTCCAGAGCTGGAGAACTCCAACTGTGAGTCTCA^ 

GGTCAC^CAAGAAATAGCAAAGCACCTCAAAAATTTAGAAATAACCACCAAAGCCCGGGAACA 

GCAAGAGCTTACAATCTAGGCCCTAATTCCTGTATGTGAGAGCATTTTCAAACAAA^ 

CACGTTAACAATCGAAACTCATATTGAGGTCATCAACCACAGACCATAGCAGAAAACGTAGTGTTA 

GAGCATAGACAGGAAAAAAAAGAGAAAACAAAAGGCTCTCTGGTTTCGGCTTCTCCAGGGTGTCAGCCAATCTCC 

ACCAGTTGACCAGAATCCATTGGCTGGAAAC 

SEQ ID NO:372 

>GL3_8D__2_M13R Direction: anti-sense 

CCCCGTTGAAGTCTGGTCCTTTCTTCAGTAGTTGCTGCATGGAGTCGTCTTCCAGAATTAATGCAGCTCCTTCAG 

CACCTCCAGAGCTGGAGAACTCCAACTGTGAGTCTCATGTGTCACACACAGACCCAAAGTTCCAGGGAGCTATCA 

GGTCACACAAGAAATAGCAAAGCACCTCAAAAATTTAGAAATAACCACCAAAGCCCGGG^^ 

GCAAGAGCTTACAATCTAGGCCCTAATTCCTGTATGTGAGAGGATTTTCAAACAAAATTACTTCCCAAACA 

CACGTTAACAATCGAAACTCATATTGAGGTCATCAACCACAGACCATAGCAGAAAACGTAGTGTTAAGTGAGACA 

GAGCATAGACAGGAAAAAAAAGAGAAAACAAAAGGCTCTCTGGTTTCGGCTTCTCCAGGGTGTCAGCCAATCTCC 
ACCAGTTGACCAGAATCCATTG 

SEQIDNO:373 

>GL3_8D_3_M13R Direction: anti-sense 

CCCCGTTGAAGTCTGGTCCTTTCTTACAGTAGTTGCTGCATGGAGTCGTCTTCCAGAATTAATGCAGCTCCTTCA 
GCACCTCCAGAGCTGGAGAACTCCAACTGTGAGTCTCATGTGTCACACACAGACCCAAAGTTCCAGGGAGCTATC 

AGGTCACACAAGAAATAGCAAAGCACCTCAAAAATTTAGAAATAACCACCAAAGCCCGGGAACAAATGTGACTGC 

TGCAAGAGCTTACAATCTAGGCCCTAATTCCTC^ 

ACAOTTTAACAATCGAAACTCM 

AGAGCATAGACNGGAAAAAAAAGAGAAAACAAAAGGCTCTCTGGTTTCGGCTTCTCCAGGGTGTCAGCCAATCTC 

CACCAGTTGGCCAGAATCCATTGGCTGGAAACCGCCGACCGCGCTCACGACGACTCGCTCTTCTCTATCCGCCGG 
AC CAGCTCCACCAGCATCTCTGCCATCTTC 

SEQ ID NO:374 

>GL3_8D_4JV113F Direction: N/A 

AATATGCTCATCCAGATCAAAACGCAGGTGGAGGCCTCGGAGGAGAGCGCCCTCAACCACCTCCAGAACCCGGGC 

GACGCGGCCGAGGGCCGGGCGGCCAAGAGGTGCGAGAAGGCCGAGGAGAAGGCCAAGGAGATTGCGAAGATGGCA 

GAGATGCTGGTGGAGCTGGTCTGGCGGATAGAGAAGAGCGAGTCGTCGTGAGCGCGGTCGGCGGTTTCCAGCCAA 

TGGATTCTGGTCAACTGGTGGAGATTGGCTGACACCCTGGAGAAGCCGAAACCAGAGAGCCTTTTGTTTTCTCTT 

TTTTTTCCTGTCTATGCTCTGTCTCACTTAACACTACGTTTTCTGCTATGGTCTGTGGTTGATGACCTCAATATG 
AGTTTCGATGTGTTAACGT 

SEQ ID NO:375 

>GL3_8D_4JVU3R Direction: anti-sense 
CCCCGTTGAAGTCTGGTCCTTTCT^^ 

GGCACCTCCAGAGCTGGAGAACTCCAACTGTGAGTCTCATGTGTCACACACAGACCCAAAGTTCCAGGGAGCTAT 

CAGGTCACACAAGAAATAGCAAAGCACCTCAAAAATTTAGAAATAACCACCAAAGCCCGGGAACAAATGTGACTG 
CTGCAAGAGCT 

SEQ ID NO:376 

>GL3_8D_PCR_J?3F1 Direction: N/A 

ATATGCTCATCCAGATCAAAACGCAGGTTGAGGCCTCGGAGGAGAGCGCCCTCAACACCTCCAGAACCCGGGCGA 

CGCGGCGAGGCCGGGCGGGCAAAAGTGCGAGAAGGCCGAGGAGAAGGCCCAGGAGATTGCGAAGATTGCAGAGAT 

GCTGGTGGAGCTGGTCCGGCGGATAGAGAAGAGCGAGTCGTCGTGAGCGCGGTCGGCGGTTTCCAGCCCATGGAT 

TCTGGTCAACTGGTGGAGATTGGCTGACACCCTGGAGAAGCCGAAACC^ 

TCCTGTCTATGCTCTC^ 

CGATTGTTAACGTGTTTTTGTTTGGGAAGTAAT^ 

SEQ ID NO:377 

>gi 1 15193293 | ref | NM_033296 . 1 | Homo sapiens T-cell activation protein 
(PGR1) , mRNA 

TTGTCCGTGGCTTCTCTGAGAAGAAAAGTTGAAAAAGGGTAAAAGTTTTC^GGAATATTCGGGCTCTCTA 
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TTGCTAAGC^TAGCGAGTGTCGGTTTTCTCTCTCCAACAGACATCGCTAITGCGGTTCCGAGGCAGTGGG 
AAGAGATGCGGCCCCTGGACATCGTCGAGCTGGCGGAACCGGAGGAAGTGGAGGTGCTCGAGCCCGAGGA 
GGATTTCGAGCAGTTTCTGCTCCCGGTCATCAACGAGATGCGCGAGGACATCGCGTCGCTGACGCGCGAG 
CACGGGCGGGCGTACCTGCGGAACCGGAGCAAGCTGTGGGAGATGGACAATATGCTCATCCAGATCAAAA 
CGCAGGTGGAGGCCTCGGAGGAGAGCGCCCTCAACCACCTCCAGAACCCGGGCGACGCGGCCGAGGGCCG 
GGCGGCCAAGAGGTGCGAGAAGGCCGAGGAGAAGGCCAAGGAGATTGCGAAGATGGCAGAGATGCTGGTG 
GAGCTGGTCCGGCGGATAGAGAAGAGCGAGTCGTCGTGAGCGCGGTCGGCGGTTTCCAGCCAATGGATTC 
TGGTCSVACTGGTGGAGATTGGCTGACACCCTGGAGAAGCCGAAACCAGAGAGCCTTTTGTTTTCTCTTTT 
TTCCTGTCTATGCTCTGTCTCACTTAACACTACGTTTTCTGCTATGGTCTGTGGTTGATGACCTCAATAT 
GAGTTTCGATTGTTAACGTGTTTTTGTTTGGGAAGTAATTTTGTTTGAAAATGCTCTCACATACAGGAAT 
TAGGGCCTAGATTGTAAGCTCTTGCAGCAGTCACATTTGTTCCCGGGCTTTGGTGGTTATTTCTAAATTT 
TTGAGGTGCTTTGCTATTTCTTGTGTGACCTGATAGCTCCCTGGAACTTTGGGTCTGTGTGTGACACATG 
AGACTCACAGTTGGAGTTCTCCAGCTCTGGAGGTGCTGAAGGAGCTGCATTAATTCTGGAAGACGACTCC 
ATGCAGCAACTACTGAAGAAAGGACCAGACTTCAACGGGGAGTGTGGATGGGCCGACCTGGCTGGGACTC 
GTGAATCTGGAGAAGAGCTGGAGAATGGATAGTATTGTCTGTATTTGGAGACTTTAATTTCTGTGTGAGA 
CCAAAGGAGGAGAGATGTGTTTTGTTGAAAATTTAAATTTGTTGTGGTACACTATCTTATGTAACCTGTC 
TGGTGAGTTTGTrTGGACAACCTAACTCAGCTTTATTTGACATGGAACCTAAAATAGAAGATAAGATCTT 
GATATTCTGTACAAGTTGATGTAATACCCTGATGCGTTTTAGAGGACTTGGCATAAAATGAAAGATTGGC 
AAAGGCCCTTGAGGGGCTTGGGGATGACAGTATGGAACTGTCTGCATTGGACCCTAAACTGGACTAGAAG 
AGGCATCTTCAAGGTTCATACGTTGTCCAGCTGTAAGTTCATTTGAGTAGCAGACCTAACAAATATTTGA 
GGTCAGAACCCTACCATGTTAAAACAAACAAAAACTTACCATGTTAATAAAAGTATTCATTTGC 

SEQ ID NO:378 

^ii™^ 4|ref|NP - 150638 - 11 T ' ce11 activation protein [Homo sapiens] 
mPIJJIVEI^PEEVEVLEPEEDFEQFLLPVINEMREDIASLTREHGRAYLRmSKLWEMDNMLIQIKTQ 
VE ASEES ALNHLQNPGDAAEGRAAKRCE KAEE KAKE I AKMAEML VE L VRR I EKS E S S 

SEQIDNO:379 

Phosphoribosyl pyrophosphate synthetase-associated protein 1 
>GL3_38B_PCR_G3P1 Direction: N/A 

CGCCCGCCCCGTTCCCCCGCCGGCCATGAACGCCGCTCGCACCGGCTACCGAGTCTTCTCGGCCAACTCCACGGC 

CGCCTGCACGGAGCTGGCCAAGCGCATCACAGAGCGCCTTGGTGCTGAATTGGGGAAGTCTGTTGTATATGAAGA 

GACCAATGGAGAAACAAGAGTTAAAATAAAAGAATCTGTTCGTGGCCAAGATATTTTCATTATACAGACAATACC 

CAGAGATGTGAATACAGCTGTGATGGAGTTGCTCATCATGGCTTACGCACTGAAGACTGCCTGTCCCAGGAACAT 

TATTGGGGTCATCCCCTACTTCCCCTACAGCAAGCAGAGCAAGATGAGAAAGAGGGGTTCCATTGTGTGCAAGCT 

GCTAGCATCCATGCTGGCGAAAGCAGGTTTAACTCACATTATCACTATGGATCTTCATCAAAAGGAAATACAAGG 

CTTraTCAGCTTTCCTGTGGACAACCTTAGAGCCTCACCTTTCCTGCTTCAGTATATCCGGAAGAAATTCCAAAT 

TACAGAAATGCAGTCATTGTAGCTAGTCTCCTGATGCTGCAAAGAGGGCCCAGTCCTATGCGGAGAGACTGCGTC 
TGGGTTTTGGCCGTCATTCACGGGGAAGCTCAGTGCACGGAACTGG 

SEQIDNO:380 

>GI»3_8K_2_M13R Direction: sense 

CTGCCCGGCCCCGGTTCCCCCTGCCNGGCCATGAACGCCGCTCTGCACCGGCTACCGAGTCTTCTCGGCCAACTC 
CACGGCCGCCTGCACGGAGCTGGCCAAGCGCATCACAGAGCGCCTTGGTGCTGAATTGGGGAAGTCTGTTGTATA 
TGANAGAGACCAATGGAGGAAACCAAGAGTTACACANAGTACAAAGAANTCTGTTCGTTGGCCAAGGATATTTTC 

CTCCCTG^^GAAC° CCAGAGATGTG ^ TACAGCTGTGAT ^^ 

SEQIDNO:381 

>GL3_8K_3_M13R Direction: sense 

CGCCCGCCCCGTTCCCCCGCCGGCCATGAACGCCGTCGCACCGGTACCGAGTCTTCTCGGCAACTCCACGGCGCC 

TGACGGAGCTGGCCAAGCGCATACAGAGCGCCTTGGTGCTGAATTGGGGAAGTCTGTTGTATATTAAGAGACCAA 
TGGGAAACAAGAGTTAAATAAAAGATCTGTTCGTGG 

SEQ ID NO:382 

>GL3_8K_4_M13F Direction: anti-sense 

CGCCCGCCCC^GTTTCCCCCGCCGGCCATGAACGCCGCTCGCACCCGGTACCGAGTTCTTCTCGGCO^CTCCAC 

TGAAGAGACCAATGGAGGAAACAAGAGTTAAAATAAAAGAATTCTGTTCGTGGCCAAGATTATTTTTCATTTATA 
CAGACAATTACCCAGAGATGTTGAATTACAGCTTGTTGATTGGAGTTTGCTCATTCATGGCTTTACGCCACTGAA 
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GACTTGCCTTCTTGCCAGGA^ 

AAAGAGGGGTTCCATTGTGTGCAAGCTGCTTAGGC^^ 
ACTATGGATCTTCATCAAAAG^ 

TCAACCTTTTTCCTGCTTCAGTATATCCCAGGAAGGAAATTCCA^ 

AAGTCTCCCTGATGCCTTGCCAAGGANGGGCCAGTCCTATTCGGAGAANACATGCGTCTGGTTGG^ 
ACACGGGAAACCNCATGCACAGAACTCNGGACCTTGG 

SEQ ID NO:383 

>GL3_8K_PCR_G3F1 Direction: N/A 

CGCCCGCCCCGGTTCCCCGCCGGCCATGAACGCCGCTCGCACCGGCTACCGAGTCTTCTCGGCCAACTCCACGGC 
CGCCTGCACGGAGCTGGCCAAGCGCATCACAGAGCGCCTTGGTGCTGAATTGGGGAAGTCTGTTGTATATGAAGA 
GACC^TGGAGAAACAAGAGTTAAAATAAAAGAATCTGTTCGTGGCCAAGATATTTTCATTATACAGAC^ 
C^GAGATGTGAATACAGCTGTGATGGAGTTC^ 

TATTGGGGTCATCCCCTACTTCCCCTACAGCAAGCAGAGCAAGATGAGAAAGAGGGGTTCCATTGTGTGCAAGCT 

GCTAGCATCC^TGCTGGCGAAAGCAGGTTTAACTC^CATTATCACTATGATCTTCATC^AAAGGAAATACAAGGC 

TTTTTCAGCTTTCCTGTGGACAACCTTAGAGCCTCACCTTTCCTGCTTCAGTATATCCGGAAGAAATTCCA 

ACAGAAATGCAGTCATTGTAGCTAACGTCTCCTGATGCTGCAAAGAGGGCCCAGTCCTATGCGGAGAGACTGCGT 

CTGGGTTTGGCCGTCATTCACGGGGAAGCTCAGTGCACGGAACTGGACATTGGACGATGGTCGTCAACTCCCCGC 
TATGGTCAAAATGCTACTGTGCACCC 

SEQIDNO:384 

>gi|4506130|ref |NM_002766.1| Homo sapiens phosphor ibosyl pyrophosphate 
synthetase-associated protein 1 (PRPSAP1) , mRNA 

GGTGCGCAAGGGCACGGACCTCGGAGCTCTCCCCGTTCCCCCGCCGGCCATGAACGCCGCTCGCACCGGC 
TACCGAGTCTTCCTCGCCAACTCCA^^ 

GTGCTGAATTGGGGAAGTCTGTTGTATATCAAGAGACCAATGGAGAAACAAGAGTTGAAATAAAAGAATT 

TGTTCGTGGCCAAGATATTTTCATTATACAGACAATACCCAGAGATGTGAATACAGCTGTGATGGAGTTG 

CTCATCATGGCTTACGCACTGAAGACTGCCTGTGCCAGGAACATTATTGGGGTCATCCCCTACTTCCCCT 

ACAGCAAGCAGAGCAAGATGAGGAAGAGGGGTTCCATTGTGTGCAAGCTGCTAGCATCCATGCTGGCGAA 
AGCAGGTTTAACTCACATTATCACTATC^ 

GTGGACAACCTTAGAGCCTCACCTTTCCTGCTTCAGTATATCCAGGAAGAAATTCCAAATTACAGAAATG 

CAGTCATTGTAGCTAAGTCTCCTGATGCTGCAAAGAGGGCCCAGTCCTATGCGGAGAGACTGCGTCTGGG 

TTTGGCCGTCATTCACGGGGAAGCTCAGTGCACGGAACTGGACATGGACGATGGTCGTCACTCCCCGCCT 

ATCjGTCAAAAATGCTACTGTGCACCCAGGCCTGGAGTTGCCATTGATGATGGCCAAAGAGAAGCCACCGA 

TAACTGTAGTTGGAGATGTTGGAGGCCGCATCGCAATCATCGTGGATGACATTATTGACGATGTGGAGAG 

TTTTGTTGCTGCCGCGGAGATCCTGAAAGAGAGAGGCGCCTATAAGATCTATGTTATGGCCACCCACGGC 

ATCCTGTCTGCAGAGGCCCCTCGCCTGATTGAGGAGTCCTCCGTAGACGAGGTGGTGGTGACGAATACTG 

TCCCTCATGAGGTTCAGAAGCTGCAATGTCCC^GATAAAGACTGTGGATATCAGTTTGATTCTTTCTGA 

AGCCATTCGGAGAATCC^CAATGGAGAGTCCATGGCCTACCTTTTCCGAAACATCACTGTGGATGACTAG 

CTTTCACGAGGGTCTCGACCCTGGACCTCCTGAGGGAAACATGGAAAAAGCAGTGCCATGAGTGATACAG 

TGTTTCCTTGCAAGGGAGGACTCGAAACAGCCTGGAGTTAGATATCTTCTTTTGCCCGGATTGATGGGGA 

GGAGGGATTAAAAGAGTCAGGAAGAAGACAGAGCTAATGGATAAATATCATAACATGGCCTTACATGTCT 

GCTGTCATCAGCCCTGTTCCTTAAAAGTTCTAGCTGCTTTCTTAAAAATAATCTGAAAATCTTATTGATA 

CTAAAGAGGAGTTAAAGGCACATAAAGTCTTAACTCTATAATGTTCATTTAGTTGTTTCAGCTCCAGGGA 

AATGGAGGTATTGATGTTGAACCTGGTTAGGGAAGCTGAGCGCCTGTGGCCCTATTACTATCCAGTTGGC 
CTCTCCGAAATCAACTTCAAGTCTTTTATAGA 

CCATTGAAAAATGAAGCATTCATGTTGTTACATCTTCCAAGGATGTCAGATTAGAAAATAGCATCCCACC 
TCTGGGTATCTGAGTGGCTCTGAAGTTGCAAATAAAATAATTTGTTGT 

SEQ ID NO:385 

>gi [4506131 |ref|NP_002757.l| phosphoribosyl pyrophosphate synthetase- 
associated protein 1 [Homo sapiens] 

MNAARTGYRVFLANSTAACTELAKRI TERLGAE LGKS VVYQETNGETRVE I KE FVRGQDI F 1 1 QT I PRDV 
NTAVMELLIMAYALKTACARNI IGVTPYFPYSKQSKMRKRGS IVCKLIASMLAKAGLTHI ITMDLHQKEI 
QGFFSFPVDNLRASPFLLQYIQEEIPN^ 

DGRHS PPMVKNATVHPGLEIiPIjMMAKEKPPITVVGDVGGRIAI I VDDI IDDVESFVAAAEILKERGAYKI 

YVMATHGILSAEAPRLIEESSVDEVVVTNTVPHEVQKLQCPKIKTVDISL 
NITVDD 
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SEQE)NO:386 
Plakoglobin 

>G3_1_90_PCR_G3F1 Direction: N/A 
GTGCGTACCATGC&GAATACC^GCGACCTGGACAC^ 

CACCGGGAGGGGCTGCTCGCCATCTTCAAGTCGGGTGGCATCCCTTCTCTGGTCCGCATGCT^ 

GAGTCGGTCCTGTTCTATGCCATCACCACGCTGCACAACCTGCTCCTGTACCAGGAGGGCGCC^AGATGGCCGTG 

CGCCTGGCCGACGGGCTGCAAAAGATGGTGCCCCTGCTCAACAAGAACAACCCCAA 

GACTGCCTGCAGCTCCTGGCCTACGGCAACCAGGAGAGCAAGCTGATCATCCTGGCCAATGGTGGGCCCCAG 
CCTCGGTGCACGATTATGCGTTACTTCGTTTTAAAAGC 

SEQIDNO:387 

>G3_4_01_PCR_G3F1 Direction: N/A 

CCAGTGCTGTCGTTGCGTACCATGCAGAATACCAGCGACCTGGACACAGCCCGCT 

AACCTCTCCCACCACCGGGAGGGGCTGCTCGCCATCTTCAAGTCGGGTGGCATCCCTGCTCTGGTCCGCATC 

AGCTCCCCTTTTGAGTCGGTCCTGTTTCTATGCCATCACCACGCTGCACAACCTGCTCCTGTACCAGGAGGGCGC 

CAAGATGGCCGTGCGCCTGGCCGACGGGCTGCAAAAGATGGTGCCCCTGCTCAACAAGAACAACCCCAGTTCCTG 

GCCATCACCACCGACTGCCTGCAGCTCCTGGCCTACGGCAACCAGGAGAGCAAGCTGATCATCCTGGCCAATGGT 

GGGCCCCAGGCCCTCGTGCAGATCATGCGTAACTACGTTATTAAAAGCTGCTC 

SEQ ID NO:388 

>G3_4_44JPCR_G3F1 Direction: N/A 

TCCAGTGCTGTCGTGCGTACCATGCAGAATACCAGCGACCTGGACACAGCCCGCTGCACCACCAGCATCCTGCAC 

AACCTCTCCCACCACCGGGAGGGGCTGCTCGCCATCTTCAAGTCGGGTGGCATCCCTGCTCTGGTCCGCATGCTC 

AGCTCCCCTTGTGGAGTCTGTCCTGTTCTATGCCATCACCACGCTGCACAACCTGCTCCTGTACCAGGAGGGCGC 

CAAGATGGCCGTGCGCCTGGCCGACGGGCTGCAAAAGATGGTGCCCCTGCTCAACAAGAACAACCCCAAGTTCCT 

GGCCATCACCACCGACTGCCTGCAGCTCCTGGCCTACGGCAACCAGGAGAGCAAGCTGATCATCCTGGCCAATGG 

TGGGCCCCAGGCCCTCGTGCAGATCATGCGTAACTACGTTATGAAAAGCTGCTCTGGACCACCAGTCGTGTGCTC 

AAGGTGCTATCCGTGTGTCCCAGCAATAAGCCTGCCATTGTGGAGGCTGGTGGGATGCAGGCCCTGGGCAAGCAC 

CTGACCAGCAACAGCCCCCGCCTGGTGCAGAACTGCCTGTGGACCCTGCGCAACCTCTCAGATTTGGCCACCAGG 
CAGGAGGGC 

SEQ ED NO:389 

>G3__4_90_PCR_G3F1 Direction: N/A 

CCAGTGCTGTCGTGCGTACCATGCAGAATACCAGCGACCTGGAGACAGCCCGCTGCACCACCAGCATCCTGGA 

ACCTCTCCCACCACCGGGAGGGGCTGCTCGCCATCTTCAAGTCGGGTGGCATCCCTGCTCTGGTCCGCATGCTCA 

GCTCCCCTGTGGGAGTCGGTCCTGTTCTATGCCATCACCACGCTGCACAACCTGCTCCTGTACCAGGAGGGCGCC 

AAGATGGCCGTGCGCCTGGCCGACGGGCTGCAAAAGATGGTGCCCCTGCTCAACAAGAACAACCCCAAGTTCCTG 

GCCATCACCACCGACTGCCTGCAGCTCCTGGCCTACGGCAACCAGGAGAGCAAGCTGATCATCCTGGCCAATGGT 

GGGCCCCAGGCCCTCGTGCAGATCATGCGTAACTACAGTTATGAAAAGCTGCTCTGGACCACCAGTCGTGTGCTC 

AAGGTGCTATCCGTGTGTCCCAGCAATAAGCCTGCCATTGTGGAGGCTGGTGGGATGCAGGCCCTGGGCAAGC^ 

CTGACCAGCAACAGCCCCCGCCTGGTGCAGAACTGCCTGTGGACCCTGCGCAACCTCTCAGA 

SEQIDNO:390 

>G3_5_91_PCR_G3F1 Direction: N/A 
TGCTGTCGTGCGTACCATGGAGAATACCAGCGAC^ 

CTCCCACCACCGGGAGGGGCTGCTCGCCATCTTCAAGTCGGGTGGCATCCCTGCTCTGGTCCGCATGCTCAGCTC 

CCCTTGGAGTCGGTCCTGTTCTATGCCATCACCACGCTGCACAACCTGCTCCTGTACCAGGAGGGCGCCAAGATG 

GCCGTGCGCCTGGCCGACGGGCTGCAAAAGATGGTGCCCCTGCTCAACAAGAACAACCCCAAGTTCCTGGCCATC 

ACCACCGACTGCCTGCAGCTCCTGGCCTACGGCAACCAGGAGAGCAAGCTGATCATCCTGGCCAATGGTGGGCCC 

CAGGCCCTCGTGCAGATCATGCGTAACTACAGTTATGAAAAGCTGCTCTGGACCACCAGTCGTGTGCTCAAGGTG 

CTATCCGTGTGTCCCAGCAATAAGCCTGCCATTGTGGAGGCTGGTGGGATGCAGGCCCTGGGCAAGCACCTACCA 

GCAACAGCCCCCGCCTGGTGCAGAACTGCCTGTGGACCCTGCGCAACCTCTCAGATTTGGCCACCAGGCAGGAGG 
GCCTGGAGAGTGTGCTGAAAGATTCTGGTGA 

SEQIDNO:391 

>G3_7_64_ PCR_G3F1 Direction: N/A 
AGCTTTTTATAACTGTAGTTACGCATGATC 

CTCTCCTGGTTGCCGTAGCCAGAGCTGCAGCAGTCGTGTATGCCAGAACTTGGGGTTGTTCTTGTTGAGCAGGGG 
CACCATCTTTTGCAGCCCGTCGCCAGGCGCACGGC 

GTGGTGATG CATAGAACAGGAC CGACTC CACANGGG AG CTGAGCATGCGGAC C AGAGC AGGATGC CAC CCACTTG 
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AAATGCAGCAGCCCCTCCCGGTGTGGAGAGGTTGTGCAGGATGCTGTGGTGCAGCGGGCTGTGTCCAGTCGCTGT 
ATTCTGCATGGTACGCACGACGCGCCACCACTGGGCGAGCCCATCAGGGCCCGCCGCGACCCTCCTTTTCGACGC 
TGTTCACAATCATGCCCCTTGTCAC 

SEQIDNO:392 

>GIil_34_HIGH_l_G3Pl Direction: N/A 

GAGAGGCGCCATNGNCGGTGGCAGCGGTGGCTCCAGTGCTGTCGTGCGTACCATGCAGAATACCAGCGACCTGGA 

GGGTGGCATCCCTGNCTCTGGTCCGCATGCTCAGCTCCCCTGNTGGAGTCGGTCCTGTTCTATGCCATCACCACG 
CTGCACAACCTGCTCCTGTACCAGGAGGGCGCCAAGATGGCCGTGCGCCTGGCCGACGGGCTGCAAAAGATGGTG 
CCCCTGCTCAAGAAGAACAACCCCAAGTTCCTGGCC^ 
CAGGAGAGCAAGCTGATCATCCTGGCCAATGGTGGGCC^ 

GAAAAGCTGCTCTGGACCACCAGTCGTGTGCTCAAGGTGCTATCCGTGTGTCCCAGCAATAAGCCTGCCATTGTG 

GAGGCTGGTGGGATCC7VGGCCCTGGGCAAGCACCTGACCAGCAACAGCCCCCGCCTGGTGCAGAACTGCCTGTC 

ACCCTGCGCAACCTCTCAGATGTGGCCACCAGGCAGGAGGGCCTGGAG 

SEQ ID NO:393 

>GL1_34_HIGH_2J33F1 Direction: N/A 

GNCGGTGGCAGCGGTGGCTCCAGTGCTGTCGTGCGTACCATGCAGAATACCAGCGACCTGGACACAGCCCGCTGC 
ACCACCAGC^TCCTGCACAACCTCCCCCACCACCGGGAGGGGCTGCTCGCCATCTTCAAGTCGGGTGGCATCCCT 
GCTCTGGTCCGCATGCTCAGCTCCCCTGNTGGAGTCGGTCCTGTTCTATGCCATCACCACGCTGCACAACCTGCT 
CCTGTACCAGGAGGGCGCCAAGATGGCCGTGCGCCTGGCCGACGGGCTGCAAAAGATGGTGCCCCTGCTCAACAA 
GAACAACCCCAAGTTCCTGGCCATCACCACCGACTGCCTGCAGCTCCTGGCCTACGGCAACCAGGAGAGCAAGCT 
GATCATCCTGGCC^^TGGTGGGCCCCAGGCCCTCGTGCAGATCATGCGTAACTACAGTTATGAAAAGCTGCTCTG 
GACCACCAGTCGTGTGCTCAAGGTGCTATCCGTGTGTCCCAGCAATAAGCCTGCCATTGTGGAGGCTGGTGGGAT 
GCAGGCCCTGGGCAAGCACCTGACGAGCAACAGCCCCCGCCTGGTGCAGAACTGCCTGTGGACCCTGCGCAACCT 
CTCAGATGTGGCCACCAAGCAGGAGGGCCTGGAGAGTGTGCTGAAGATTCTGGTGAATCAGCTGAGTGTGGATGA 
CGTCAACGTCCTCACCTGTGCCACGGGCACACTCTCCAACCTGACATGCAACAACAGCAAGAACAAGACGCTGGT 
GACACAGAACAGCGGTGTGGAGGCTCTCATCCATGCCATCCTGCGTGCTGGTGACAAGGACGACATCACGGAGCC 
TGCCGTCTGCGCTCTGCGCCACCTCACTAGCCGNCACCCTGAGGNCGAGAACGGCCTGGCCCCAGTAACGGGCCC 
CTCTNTGCAGGCTTTCCTCCTCTCTAGAANCTCCTTCTGTTGGAAGGCCCTCCG 

SEQ ID NO:394 

>GL1_34_HIGH_3_G3F1 Direction: N/A 

GAGAGGCGCCATNGNCGGTGGCAGCGGTGGCTCCAGTGCTGTCGTGCGTACCA 

CACAGCCCGCTGCTkCCACCAGCATCCTGCACAACCTCTCCCACCACCGGGAGGGGCTGCTCGCCATCTTCAAGTC 

GGGTGGCATCCCTGCTCTGGTCCGCATGCTCAGCTCCCCTGATGGAGTCGGTCCTGTTCTATGCCATCACCACGC 

TGCACAACCTGCTCCTGTACCAGGAGGGCGCCAAGATGGCCGTGCGCCTGGCCGACGGGCTGCAAAAGATGGTGC 

CCCTGCTCAACAAGAACAACCCCAAGTTCCTGGCCATCACCACCGACTGCCTGCAGCTCCTGGCCTACGGCAACC 

AGGAGAGCAAGCTGATCATCCTGGCCAATGGTGGGCCCCAGGCCCTCGTGCAGATCATGCGTAACTACAGTTATG 

AAAAGCTGCTCTGGACCACCAGTCGTGTGCTCAAGGTGCTATCCGTGTGTCCCAGCAATAAGCCTGCCATTGTGG 

AGGCTGGTGGGATGCAGGCCCTGGGCAAGCACCTGACCAGCAACAGCCCCCGCCTGGTGCAGAACTGCCTGTGGA 

CCCTGCGCAACCTCTCAGATGTGGCCACCAAGCAGGAGGGCCTGGAGAGTGTGCTGAAGATTCTGGTGAATCAGC 

TGAGTGTGGATGACGTCAACGTCCTCACCTGTGCCACGGGCACACTCTCCAACCTGACATGCAACAACAGCAAGA 

ACAAGACGCTGGTGACACAGAACAGCGGTGTGGAGGCTCTCATCCATGCCATCCTGCGTGCTGGTGACAAGGACG 

ACATCACGGAGCCTGCCGTCTGCGCTCTGNGCCANCTCATTAGCCGCCACCCTGAGGGCGAGATGGNCCAGAACT 
CTGTGCGTCNCAACTATGGCATCCCA 

SEQIDNO:395 

>GL3_1.36_A3_M13F Direction: N/A 
TGGTGGTCCAGAGCAGCTTTTTATAACTGTAGTT^ 

GGATGATCAGCTTGCTCTCCTGGTTGCCGTAGGCCAGGAGCTGNAGGCAGTCGGTGGTGATGGCCANGAACTTGG 

GGTTGTNCTTGTTGAGCAGGGGCACCATCTTTTGCAGCCCGTCGGCCAGGCGCACGGCCATCTTGGCGCCCTCCT 

GGTACAGGAGCAGGTTGTGCAGCGTGGTGATGGCATAGAACAGGACCGACTCCACAGGGGAGCTGATCATGCGGA 

CCAGAGCAGGGATGCGACCCGACTTGAAGATGGCGAGCAGCCCCTCCCGGTGGTGGGAGAGGTTGTGCAGGATGC 
TGGTGGTGCAGCGGGCTGTGTCC^^ 

AGCCCATCANGGCCCGNCGCGACGCCTCCTTGTTCGACAGCTGGTCCACAATCATGGCCGNCTTGGTCACCACCA 
CCGGGTCCTCG 
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SEQIDNO:396 

>GL3_1.36_A3JVI13R Direction: anti-sense 

CGGNCCGACCCCGACCCGGCCCGGTC^GGCCCCATACT^^ 

GCCTATCAAGGTGACTGANTGGCAGCAGACATAC^ 

GCCCTCCGNCAGCAGCAAGGGCATCATGGAGGAGGATGAGGCCTGCGGGCGCCAGTACACGCTCAAGAAi^ 
CACTTACACCCAGGGGGTGCCCCCCAGCC^ 

GGTGCGGGAGGCCATGTGCCCTGGTGTGTCAGGCGAGGACAGCTCGCTTCTGCTGGCCACCCAGGTGGAGGGGCA 

GGCCACCAACCTGCAGCGACTGGCCGAGCCGTCCCAGCTGCTCAAGTCGGCCATTGTGCATCTCATCAACTACCA 

GGACGATGCCGAGCTGGCCACTCGCGCCCTGCCCGAGCTCACCAAACTGCTCAACGACGAGGACCCGGTGGTGGT 

GACCAAGGCGGNCATGATTGTGAACC^GCTGTCGAACAAGGAGGCGTCGCGGCGGGCCCTGATGGGCTCGCCCCA 

GCTGGTGGCCGCTGTCGTGCGTACCATGCAGAATACCAGCGACCTGGACACAGCCCGCTGCACCACCAGCATCCT 

GCACAACCTCTCCCACCACCGGGAGGGGCTGCTCGCCATCTTCAAGTCGGGTGGNATCCCTGCTCTGGTCCGCAT 

GCTCAGCTCCCTGTGGAGTCGGTCCTGTTCTATGCCATCACCACCTGNACAACCTGCTCCTGTACCAGGAGGGGC 

GCCAANATGGCCGTGCGCCTGGCCGACGGNTGGAAAANATGTC 

TCACACGAAT 

SEQIDNO:397 

>GIi3_10.28_PCR_G3Fl Direction: N/A 

NGGTGGTCCAGANCAGCTTTTTATAACTGTAGTTACGCATGATCTGCACNAGGGCCTGGGGCCCACCATATGGCC 

AGGATGATCAGCTTGCTCTCCTGGTTGCCGTAGGCCAGGAGCTGCAGGCAGTCGGTGGTGATGGCCAGGAACTTG 

GGGTTGTTCTTGTTGAGCAGGGGCACCATCTTTTGCAGCCCGTCGGCCAGGCGCACGGCCATCTTGGCGCCCTCC 

TGGTACAGGAGCAGGTTGTGCAGCGTGGTGATGGCATAGAACAGGACCGACTCCACAGGGGAGCTGAGCATGCGG 

ACCAGAGC^GGGATGCCACCCGACTTGAANATGGCGAGCAGCCCCTCCCGGTGGTGGGAGAGGTTGTGCAGGATG 

CTGGTGGTGCAGCGGGCTGTGTCCAGGTCGCTGGTATTCTGCATGGTACGCACGACAGCGGCCACCAGCTGGGGC 

GAGCCCATCAGGGNCCCGCCGCGACGCCTCCTTGTTCGACAGCTGGTTCACAATCATGGCCGCCTTGGTCACCAC 
CACCGGGT 

SEQ ID NO:398 

>GL3_9.60_PCR_G3F1 Direction: N/A 

TGGTGGTCCAGAGCAGCTTTTTATAACTGTAGTTACGCATGATCTGCACGAGGGCCTGGGGCCCACCATTGGCCA 
GGATGATCAGCTTGCTCTCCTGGTTGCCGTAGGCCAGGAGCTGCAGGCAGTCGGTGGTGATGGCCAGGAACTTGG 
GGTTGTTCTTGTTGAGCAGGGGCACCATCTTTTGCAGCCCGTCGGCCAGGCGCACGGCCATCTTGGCGCCCTCCT 
GGTACAGGAGCAGGTTGTGCAGCGTGGTGATGGCATAGAACAGGACCGACTCCACAGGGGAGCTGAGCATGCGGA 
CCAGAGCAGGGATGCCACCCGACTTGAAGATGGCGAGCAGCCCCTCCCGGTGGTGGGAGAGGTTGTGCAGGATGC 
TGGTGGTGCAGCGGGCTGTGTCCAGGTCGCTGGTATTCTGCATGGTACGCACGACAGCGGCCACCAGCTGGGGCG 
AGCCCATCAGGGCCCGCCGCGACGCCTCCTTGTTCGACAGCTGGTTCACAATCATGGCCGCCTTGGTCACCACCA 
CCGGGTCCTCGTCGTTGAGCAGTTTGGTGAGCTCGGGCAGGGCGCGAGTGGCCAGCTCGGCATCGTCCTGGTAGT 
TGATGAGATGCACAATGGCCGACTTGAGCAGCTGGGACGGCTCGGCCAGTCGCTGCAGGTTGGTGGCCTGCCCCT 
CCACCTGGGTGGCCAGCAGAAGCGAGCTGTCCTCGCCTGACACACCAGGGCACATGGCCTCCCGCACCCGTTTGG 
CCCTGGCTGTTGTGGACATCTGGTACTCCAGGTCACCTTGGCTTGGGGGGCACCCCCTGGGTGTAAGTGGTGGTT 
TTCTTGAGCGTGTACTGGCGCCCGCAGGCCTCATCCTCCTCCATGATGCCCTTGCTGC 

SEQ ID NO:399 

>GL3_9.66_PCR_G3F1 Direction: N/A 

TGGTGGTCCAGAGCAGCTTTTTATAACTGTAGTTACGCATGATCTGCACGAGGGCCTGGGGCCCACCATTGGCCA 

GGATGATCAGCTTGCTCTCCTGGTTGCCGTAGGCCAGGAGCTGCAGGCAGTCGGTGGTGATGGCCAGGAACTTGG 

GGTTGTTCTTGTTGAGCAGGGGCACCATCTTTTGCAGCCCGTCGGCCAGGCGCACGGCCATCTTGGCGCCCTCCT 

GGTACAGGAGCAGGTTGTGCAGCGTGGTGATGGCATAGAACAGGACCGACTCCACAGGGGAGCTGAGCATGCGGA 

CCAGAGCAGGGATGCCACCCGACTTGAAGATGGCGAGC^VGCCCCTCCCGGTGGTGGGAGAGGTTGTGCAGGATGC 

TGGTGGTGCAGCGGGCTGTGTCCAGGTCGCTGGTATTCTGCATGGTACGCACGACAGCGGCCACCAGCTGGGGCG 
AGCCC^T<^GGGCCCGCCGCGACGCCTCCOT^ 

CCGGGTCCTCGTCGTTGAGCAGTTTGGTGAGCTCGGGCAGGGCGCGAGTGGCCAGCTCGGCATCGTCCTGGTAGT 

TGATGAGATGCACAATGGCCGACTTGAGCAGCTGGGACGGCTCGGCCAGTCGCTGCAGGTTGGTGGCCTGCCCCT 

CCACCTGGGTGGCCAGCAGAAGCGAGCTGTCCTCGCCTGACACACCAGGGCACATGGCCTCCCGCACCCGTTTGG 
CCCTGGCTGTTGTGGACATCTGG 

SEQ ID NO:400 

>GL3_9.94_PCR_G3F1 Direction: N/A 

TGGTGGTCCAGAGGAGCTTTTTATAACTGTAGTTACGCATGATCTGCACGAGGGCCTGGGGCCCACCAT^ 
GGATGATCAGCTTGCTCTCCTGGTTGCCGTAGGCCAGGAGCTGCAGGCAGTCGGTGGTGATGGCCAGGAACTTGG 



97 



WO 2004/019893 ^^CT/US2003/027523 

OGTTXOTCTTGTTGAGCAGGGGCACCATCOTTTGCAGCCC 

GGTACAGGAGCAGGTTGTGCAGCGTGGTGATGGCATAGAACAGGACCGACTCCACAGGGGAGCTGAGCATGCGGA 

CCAGAGCAGGGATGCCACCCGACTTGAAGATGGCGAGCAGCCCCTCCCGGTGGTGGGAGAGGTTGTGCAGGATGC 

TGGTGGTGCAGCGGGCTGTGTCCAGGTCGCTGGTATTCTGCATGGTACGCACGACAGCGGCCACCAGCTGGGGCG 

AGCC<^TCAGGGGCCGCCGCGACGCCCTCCTTGTTCGACAGCTGGTTCACAATCATGGCCGCCTTTGGTCACCAC 

CACCGGGTCCTCGTCGTTGAGCAGTTTGGTTAAGCTCGGGCAGGGCGCGAGTGGCCAGCTCGGCATCGTCCTGGT 
AGTTGATGAGATGCACAA 

SEQ ID NO:401 

>GL1_34_HIGHPLKS_1 Direction: N/A 



CANGAGAGCAAGCTGATCATCCTGGCCAATGGTGGGCCCCAGGCCCTCGTGCAGATCATGCGTAACTACAGTTAT 
GAAAAGCTGCTCTGGACCACCAGTCGTGTGCTCAAGGTGCTATCCGTGTGTCCCAGCAATAAGCCTGCCATTGTG 
GAGGCTGGTGGGATGCAGGCCCTGGGCAAGCACCTGACCAGCAACAGCCCCCGACCTGGTGCAGAACTGCCTGTG 
GACCCTGCGCAACCTCTCAGATGTGGCCACCAGGCAGGAGGGCCTGGAGAGTGTGCTGAAGATTCTGGTGAATCA 
GCTGAGTGTGGATGACGTCAACGTCCTCACCTGTGCCACGGGCACACTCTCCAACCTGACATGCAACAACAGCAA 
GAACAAGACGCTGGTGACACAGAACAGCGGTGTGGAGGCTCTCATCCATGCCATCCTGCGTGCTGGTGACAAGGA 
CGACATCACGGAGCCTGCCGTCTGCGCTCTGCGCCACCTCACTAGCCGCCACCCTGAGGCCGAGATGGCCCAGAA 
CTCTGTGCGTCTCAACTATGGCATCCCAGCCATCGTGAAGCTGCTCAACCAGCCCAACCAGTGGCCACTGGTCAA 
GGC^CCATCGGCTTGATCAGGAATCTGGCCCTGTGCCCCAGCCCAACCATGCCCCGCTGCAGGAGGCAGNGGTC 
ATCCCCGCCTCGTCCAACTGCTGGTGAANGCCCACCAGGATGCCCAGNGCCACGTANCTGCAGGCNCACCGCAGC 



SEQIDNO:402 

>GL1_34_HIGHPLKS_2 Direction: N/A 



GCTGGTGACAAGGACGACATCACGGAGCCTGCCGTCTGCGCTCTGCGCCACCTCACTAGCCGCCACCCTGAGGCC 

^ CCAC * GGTCAAGGCAAC ^ 

GTCATCCCCCGCCTCGTCCAACTGCTGGTGAAGGCC 
GGCACACAGCAGCCCTACACGGATGGTGTGAGGATGGAGGAGATTGTGGAGGGCTGCACCGGAGCACTGCACATC 
CTCGCCCGGGACCCCATGAACCGCATGGAGATCTTCCGGCTCAACACCATTCCCCTGTTTGTGCAGCTCCTGTAC 

G ^ CA ^ GA * GCAGA ^^ 

GCTGCTGCCCGTCCTGTTCCGCATCTCCGANGACAANAACCCAGACTACCGGAAWCGCGTGTCCGTGGAGCTCAC 
CAACTCCCTTCTTCANGCATGAACCCGGCTGCC ^^iw-falwaiscTCftC 



SEQ ID NO:403 

>GL1_34_HIGHPLKS_3 Direction: N/A 

GCACACTGNACTGATCNGGTATCTGGCCCNNTGCCCAGCCAACCATGCCCCGCTGCAGGAGGCAGCGGATCATCC 

^ TGGTGTGAGGATGGAGGAGATOG TGGAGGGCTGCACCGGAGC^CTGCACATCCTCGCCCGGGACCC 
CATGAACCGCATGGAGATCTTCCGGCTCAACACCATTCCCCTGNTTTGTGCAGCTCCTGTACTCGTCGGTGGAGA 
ACATCCAGCGCGTGGCTGCCGGGGTGCTGTGTGAGCTGGCCCAGGACAAGGAGGCGGCCGACGCCATTGATGCAG 

TGTTCCGCATCTCCGAGGACAAGAACCCAGACTACCGGAAGCGCGTGTCCGTGGAGCTCACCAACTCCCTCTTCA 
AGCA * GAC f CG ^ 

CCACCTACCGCCCCATGTACTCCAGCGATGTGCCCCTTGAACCCGCTGGAGATGCACATGGACATGGATGGAGAC 
^ CGG ^ GGAC ^ CCTACAGNGANGGCCTCAGG CCCCCGTACCCCACTGNAGAC 

TGGCCCCAGTACGGNCCCCTCTTTGCAGGCTTTTCCTCCTCTCTAGAAACCTCCTTCTGTTGGAGGCCCTCNCAA 
AACCCANCAGNACAACCCACCACAGNGGTTACATAGATAAAGCGNCCGNTCGACTANTCTGAGGTCTGATACTCA 
CTGACTGTCNTACACAGTGAACCTATAAANTAAAA 

SEQ ID NO:404 

>GLl_34jaiGHPLKS_4 Direction-, sense 

AACCCTNTGAATGNCGACCCTTTGTGTGAGCTGGCCCAGGACAAGGCAGGCGGCCGACGCCATTGATGCANAGGG 
GGCCTCGGCCCCACTCATGGAGTTGCTGCACTCCCGCAACGAGGGCACTGCCACCTACGCTGCTGCCGTCCTOTT 
CCGCATCTCCGAGGACAAGAACCCAGACTACCGGAAGCGCGTGTCCGTGGAGCTCACCAACTCCCTCTTCAAGCA 
TGACCCGGCTGCCTGGGAGGCTGCCCAGAGCATGATTCCCATCAATGAGCCCTATGGAGATGACTTGGATGCCAC 
CTACCGCCCCATGTACTCCAGCGATGTGCCCCTTGACCCGCTGGAGATGCACATGGACATGGATGGAGACTACCC 
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CATCGACACCTACAGCGACGGCCTCAGGCCCCCGTACCCCACTGCAGACCACATGCTGGCCTAGGCGGCCTGGCC 
CCAGTACGGCCCCCTCTTTGCAGGCTTTTCCTCCTCTCTAGAACCTCCTTCTGTTGGAGGCCCT 

SEQIDNO:405 

>GL1_34_HIGH_1J33R1 Direction: N/A 

AGGGCCTCCAACAGAAGGAGGTTCTAGAGAGGAGGAAAAGCCTGCAAAGAGGGGGCCGTACTGGGGCCAGGCCGC 

CTAGGCCANCATGTGGTCTGCAGTGGGGTACGGGGGCCTGAGGCCGTCGCTGTAGGTGTCGATGGGGTAGTCTCC 

ATCCATGTCCATGTGCATCTCGAGNGGGTCAAGGC^ 

GTCATCTCCATAGGGCTCATTGATGGGAATC 



SEQIDNO:406 

>gi|4504810 |ref |NM_002230 . 1 | Homo sapiens junction plakoglobin (JUP) , , 
transcript variant 1, mRNA 

CGCCAGAGTCCGGAGCAGCCGCCGCCCGACCGCGCCGAGCTCAGTTCGCTGTCCGCGCCGGCTCCCACCC 

CGGCCCGACCCCGACCCGGCCCGGTCAGGCCCCATACTCAGTAGCCACGATGGAGGTGATGAACCTGATG 

GAGCAGCCTATCAAGGTGACTGAGTGGCAGCAGACATACACCTACGACTCGGGTATCCACTCGGGCGCCA 

ACACCTGCGTGCCCTCCGTCAGCAGCAAGGGCATCATGGAGGAGGATGAGGCCTGCGGGCGCCAGTACAC 

GCTCAAGAAAACCACCACTTACACCCAGGGGGTGCCCCCCAGCCAAGGTGACCTGGAGTACCAG^ 

ACAACAGCCAGGGCCAAACGGGTGCGGGAGGCCATGTGCCCTGGTGTGTCAGGCGAGGACAGCTCGCTTC 

TGCTGGCCACCCAGGTGGAGGGGCAGGCCACCAACCTGCAGCGACTGGCCGAGCCGTCCCAGCTGCTCAA 

GTCGGCCATTGTGCATCTCATCAACTACCAGGACGATGCCGAGCTGGCCACTCGCGCCCTGCCCGAGCTC 

ACCAAACTGCTCAACGACGAGGACCCGGTGGTGGTGACCAAGGCGGCCATGATTGTGAACCAGCTGTCGA 

AGAAGGAGGCGTCGCGGCGGGCCCTGATGGGCTCGCCCCAGCTGGTGGCCGCTGTCGTGCGTACCATGCA 

GAATACCAGCGACCTGGACACAGCCCGCTGCACCACCAGCATCCTGCACAACCTCTCCCACCACCGGGAG 

GGGCTGCTCGCCATCTTCAAGTCGGGTGGCATCCCTGCTCTGGTCCGCATGCTCAGCTCCCCTGTGGAGT 

CGGTCCTGTTCTATGCCATCACCACGCTGCACAACCTGCTCCTGTACCAGGAGGGCGCCAAGATGGCCGT 

GCGCCTGGCCGACGGGCTGCAAAAGATGGTGCCCCTGCTCAACAAGAACAACCCCAAGTTCCTGGCCATC 

ACCACCGACTGCCTGCAGCTCCTGGCCTACGGCAACCAGGAGAGCAAGCTGATCATCCTGGCCAATGGTG 

GGCCCCAGGCCCTCGTGCAGATCATGCGTAACTACAGTTATGAAAAGCTGCTCTGGACCACCAGTCGTGT 

GCTCAAGGTGCTATCCGTGTGTCCCAGCAATAAGCCTGCCATTGTGGAGGCTGGTGGGATGCAGGCCCTG 

GGCAAGCACCTGACCAGCAACAGCCCCCGCCTGGTGCAGAACTGCCTGTGGACCCTGCGCAACCTCTCAG 

ATGTGGCCACCAAGCAGGAGGGCCTGGAGAGTGTGCTGAAGATTCTGGTGAATCAGCTGAGTGTGGATGA 

CGTCAACGTCCTCACCTGTGCCACGGGCACACTCTCCAACCTGACATGCAACAACAGCAAGAACAAGACG 

CTGGTGACACAGAACAGCGGTGTGGAGGCTCTCATCCATGCCATCCTGCGTGCTGGTGACAAGGACGACA 

TCACGGAGCCTGCCGTCTGCGCTCTGCGCCACCTCACTAGCCGCCACCCTGAGGCCGAGATGGCCCAGAA 

CTCTGTGCGTCTCAACTATGGCATCCCAGCCATCGTGAAGCTGCTCAACCAGCCCAACCAGTGGCCACTG 

GTCAAGGCAACCATCGGCTTGATCAGGAATCTGGCCCTGTGCCCAGCCAACCATGCCCCGCTGCAGGAGG 

CAGCGGTCATCCCCCGCCTCGTCCAACTGCTGGTGAAGGCCCACCAGGATGCCCAGCGCCACGTAGCTGC 

AGGCACACAGCAGCCCTACACGGATGGTGTGAGGATGGAGGAGATTGTGGAGGGCTGCACCGGAGCACTG 

CACATCCTCGCCCGGGACCCCATGAACCGCATGGAGATCTTCCGGCTCAACACCATTCCCCTGTTTGTGC 

AGCTCCTGTACTCGTCGGTGGAGAACATCCAGCGCGTGGCTGCCGGGGTGCTGTGTGAGCTGGCCCAGGA 

CAAGGAGGCGGCCGACGCCATTGATGCAGAGGGGGCCTCGGCCCCACTCATGGAGTTGCTGCACTCCCGC 

AACGAGGGCACTGCCACCTACGCTGCTGCCGTCCTGTTCCGCATCTCCGAGGACAAGAACCCAGACTACC 

GGAAGCGCGTGTCCGTGGAGCTCACCAACTCCCTCTTCAAGCATGACCCGGCTGCCTGGGAGGCTGCCCA 

GAGCATGATTCCCATCAATGAGCCCTATGGAGATGACATGGATGCCACCTACCGCCCCATGTACTCCAGC 

GATGTGCCCCTTGACCCGCTGGAGATGCACATGGACATGGATGGAGACTACCCCATCGACACCTACAGCG 

ACGGCCTCAGGCCCCCGTACCCCACTGCAGACCACATGCTGGCCTAGGCGGCCTGGCCCCAGTGACGGCC 

CCCTCTTTGCAGGCTTTTCCTCCTCTCTAGAACCTCCTTCTGTTGGAGGCCCTCCCATCTCCCCGCTGAA 

TTCTTCTTGTGTCTTTGGTGGGGATGGGGAGGCCTATTCCTGCTGGCCCCTTCTGGGGGTGGTGGGCA 

TGACACGGAGTGGCTTGAGCTTCTGGGGATGCAGGTCCACCGAGCCCCTGACCCCTGTCTGTCCCCGCTC 

CCCTAACAGGTGCGGTTCCTCATCTGAGAGGCTCTCCGTGCAGGCGATGGGGCAAGACAGAAAAGTGCCT 

GAGCTGGGGAAGCCGGGGTGTAACTTCCTGCTGCACCCTGCGCCTCCAGAGGTCCTCCGTAGGGTCTTTC 

TTGGGATAGTGTTCTGCTCCTGCTTTTCTGTCCTGGGCATGGGTCCAGGGCCTGACACCCCCTCCCCGCC 

CCTGTGGCCCTGGCCACTAAAGCTTCAGACTCAAGTACCCATTCTGTTTTCCCCCAGCAACGCCCCTCCA 

AACCTCCAGCCTCCCTGTCTCCAGCTGCCTGGGCCCGGAAGGGCTTTGGTTCCTTCTCTGGGTCTGATTT 

TCTCACTGAACTCCACCGACCAACTGCCCTAAGCCCCCAGGGCCTCCAGGGCCCAGGTTCGAGACCCAAA 

CCCCCAAAATCCAAAACTTCTCTTGAAAAGTTCAGGGACCGTCCAGGGGAGATGGGGAGGAGATATGGAG 

TGAGTCACCTGCTCCAGAAGATGCCAGCTTCTCTCTCC^GGGTGCTTAGTTGGCTTTGCCCACCCCTCAC 

TCCCCAGGGAGCTCCGGGGACAGCTTCCTCACACCCCTGTCCCACCC^C^CAGCTGCCCTAGCTGACCCC 

GAGAAGTGCTCTTGGCTGACCCCTCTGGTGTGTGGTGAGGGGCTTTCTCTTCCCCTTCCTGTTTCAGACC 
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CCCCCATTTCCCGCACATGGTGTGGGGGGCTGGGGGAGGTCCAAGC^^ 

ATGTTTTTGGTTATTGGTTTTTTTGTATAGACCAAAGCAAAGAAAATAAA ™" 

SEQIDNO:407 

>gi 1 4504811 |ref|NP_00222l.i| junction plakoglobin, isoform 1; gamma- cat enin 
[Homo sapiens] 

MEVMNLMEQPIK\^EWQQTYTYDSGIHSGANTCVPSVSSKGIMEEDE 

DLEYQMSTTARAKRVREAMCPGVSGEDS SLLLA^ INYQDDAELA 
TRALPELTKLLNDEDPVVVTKAAMI VWQLSKKEASRRALMGS PQLVAA VVRTMQNTSDLDTARCTTS ILH 
NLSHHREGLLAI FKSGGI PAL VRMLS S PVE S VLFYAI TTLHNLLLYQEG2\KMAVRLADGLQKMVPLLNKN 
NPK^IAITTDCLQLLAYGNQESKLIILANGGPQALVQIMRNYS 
AGGMQALGKHLTSNSPRLVQNCLWTLRNLSDVAT^ 

NNS KNKTL VTQNS GVEAL IHAI LRAGDKDD ITE PAVCALRHLTS RHPEAEMAQNS VRLNYG I PAI VKLLN 
QPNQWPLVKATIGL IRNLALCPANHAPLQEAAVI PRLVQLLVKAHQDAQRHVAAGTQQP YTDGVRMEE I V 
EGCTGALHILARDPMNRME I FRLNT I PLFVQLLYS S VENI QRVAAGVLCELAQDKEAADAIDAEGASAPL 
MELLHSRl^GTATYAAAVLFRISEDKNPDYRKRVSVELTNSLFKHDPAAWEAAQSMI 
YRPMYS SDVPLDPLEMHMDMDGD YP IDTYSDGLRPP YPTADHMLA 

SEQIDNO:408 

>gi 1 12056467 | ref |HMJ)21991.l| Homo sapiens junction plakoglobin (JUP) , 
transcript variant 2, mRNA 

CGCCAGAGTCCGGAGCAGCCGCCGCCCGACCGCGCCGAGCTCAGTTCGCTGTCCGCGCCGGCTCCCACCC 

CGGCCCGACCCCGACCCGGCCCGGTCAGGCCCCATACTCAGTAGCCACGATGGAGGTGATGAACCTGATG 

GAGCAGCCTATCAAGGTGACTGAGTGGCAGCAGACATACACCTACGACTCGGGTATCCACTCGGGCGCCA 

ACACCTGCGTGCCCTCCGTCAGCAGCAAGGGCATCATGGAGGAGGATGAGGCCTGCGGGCGCCAGTACAC 

GCTCAAGAAAACCACCACTTACACCCAGGGGGTGCCCCCCAGCCAAGGTGACCTGGAGTACCAGATGTCC 

ACAACAGCCAGGGCCAAACGGGTGCGGGAGGCCATGTGCCCTGGTGTGTCAGGCGAGGACAGCTCGCTTC 

TGCTGGCCACCCAGGTGGAGGGGCAGGCCACCAACCTGCAGCGACTGGCCGAGCCGTCCCAGCTGCTCAA 

GTCGGCCATTGTGCATCTCATCAACTACCAGGACGATGCCGAGCTGGCCACTCGCGCCCTGCCCGAGCTC 

ACCAAACTGCTCAACGACGAGGACCCGGTGGTGGTGACCAAGGCGGCCATGATTGTGAACCAGCTGTCGA 

AGAAGGAGGCGTCGCGGCGGGCCCTGATGGGCTCGCCCCAGCTGGTGGCCGCTGTCGTGCGTACCATGCA 

GAATACCAGCGACCTGGACACAGCCCGCTGCACCACCAGCATCCTGCACAACCTCTCCCACCACCGGGAG 

GGGCTGCTCGCCATCTTCAAGTCGGGTGGCATCCCTGCTCTGGTCCGCATGCTCAGCTCCCCTGTGGAGT 

CGGTCCTGTTCTATGCCATCACCACGCTGCACAACCTGCTCCTGTACCAGGAGGGCGCCAAGATGGCCGT 

GCGCCTGGCCGACGGGCTGCAAAAGATGGTGCCCCTGCTCAACAAGAACAACCCCAAGTTCCTGGCCATC 

ACCACCGACTGCCTGCAGCTCCTGGCCTACGGCAACCAGGAGAGCAAGCTGATCATCCTGGCCAATGGTG 

GGCCCCAGGCCCTCGTGCAGATCATGCGTAACTACAGTTATGAAAAGCTGCTCTGGACCACCAGTCGTGT 

GCTCAAGGTGCTATCCGTGTGTCCCAGCAATAAGCCTGCCATTGTGGAGGCTGGTGGGATGCAGGCCCTG 

GGCAAGCACCTGACCAGCAACAGCCCCCGCCTGGTGCAGAACTGCCTGTGGACCCTGCGCAACCTCTCAG 

ATGTGGCCACCAAGCAGGAGGGCCTGGAGAGTGTGCTGAAGATTCTGGTGAATCAGCTGAGTGTGGATGA 

CGTCAACGTCCTCACCTGTGCCACGGGCACACTCTCCAACCTGACATGCAACAACAGCAAGAACAAGACG 

CTGGTGACACAGAACAGCGGTGTGGAGGCTCTCATCCATGCCATCCTGCGTGCTGGTGACAAGGACGACA 

TCACGGAGCCTGCCGTCTGCGCTCTGCGCCAGCTCACTAGCCGCCACCCTGAGGCCGAGATGGCCCAGAA 

CTCTGTGCGTCTCAACTATGGCATCCCAGCCATCGTGAAGCTGCTCAACCAGCCCAACCAGTGGCCACTG 

GTCAAGGCAACCATCGGCTTGATCAGGAATCTGGCCCTGTGCCCAGCCAACCATGCCCCGCTGCAGGAGG 

CAGCGGTCATCCCCCGCCTCGTCCAACTGCTGGTGAAGGCCCACCAGGATGCCCAGCGCCACGTAGCTGC 

AGGCACACAGCAGCCCTACACGGATGGTGTGAGGATGGAGGAGATTGTGGAGGGCTGCACCGGAGCACTG 

CACATCCTCGCCCGGGACCCCATGAACCGCATGGAGATCTTCCGGCTCAACACCATTCCCCTGTTTGTGC 

AGCTCCTGTACTCGTCGGTGGAGAACATCCAGCGCGTGGCTGCCGGGGTGCTGTGTGAGCTGGCCCAGGA 

CAAGGAGGCGGCCGACGCC^TTGATGCAGAGGGGGCCTCGGCCCCACTCATGGAGTTGCTGCACTCCCGC 

AACGAGGGCACTGCCACCTACGCTGCTGCCGTCCTGTTCCGCATCTCCGAGGACAAGAACCCAGACTACC 

GGAAGCGCGTGTCCGTGGAGCTCACCAACTCCCTCTTCAAGCATGACCCGGCTGCCTGGGAGGCTGCCCA 

GAGCATGATTCCCATCAATGAGCCCTATGGAGATGACATGGATGCCACCTACCGCCCCATGTACTCCAGC 

GATGTGCCCCTTGACCCGCTGGAGATGCACATGGACATGGATGGAGACTACCCCATCGACACCTACAGCG 

ACGGCCTCAGGCCCCCGTACCCCACTGCAGACCACATGCTGGCCTAGGCGGCCTGGCCCCAGTGCGGTTC 

CTCATCTGAGAGGCTCTCCGTGCAGGCGATGGGGCAAGACAGAAAAGTGCCTGAGCTGGGGAAGCCGGGG 

TGTAACTTCCTGCTGCACCCTGCGCCTCCAGAGGTCCTCCGTAGGGTCTTTCTTGGGATAGTGTTCTGCT 

CCTGCTTTTCTGTCCTGGGCATGGGTCCAGGGCCTGACACCCCCTCCCCGCCCCTGTGGCCCTGGCCACT 

AAAGCTTCAGACTCAAGTACCCATTCTGTTTTCCCCCAGCAACGCCCCTCCAAACCTCCAGCCTCCCTGT 
CTCCAGCTGCCTGGGCCCGGAAGGGCTTTGGTTCCTO^ 

ACCAACTGCCCTAAGCCCCCAGGGCCTCCAGGGCCCAGGTTCGAGACCCAAACCCCCAAAATCCAAAACT 
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TCTCTTGAAAAGTTCAGGGACCGTCCAGGGGAGATGGGGAGGAGATATGGAGTGAGTCACCTGCTCCAGA 
AGATGCCAGCTTCTCTCTCGAGGGTGCTTA 

GACAGCTTCCTCAC^CCCCTGTCCCACCCAC^C^GCTGCCCTAGCTGACCCCGAGAAGTGCTCTOGGCTG 
. ACCCCTCTGGTGTGTGGTGAGGGGCTTTCTCTTCCCCTTCCTGTTTCAGACCCCCCCATTTCCCG 

TTTTTTGTATAGACCAAAGCAAAGAAAATAAAAATAACACAG 

SEQ ID NO:409 

>gi 1 12056468 | ref |NP_068831 . 1 1 junction plakoglobin, isoform 1; gamma- 
10 catenin [Homo sapiens] 
NffiVMNIJVffiQPIK 

DLEYQMSTTARAKRVREAMCPGVSGEDS SLLIATQVEG INYQDDAELA 
TRALPEIiTKLLlTOEDPVVVTKAAMIW^ 
NLSHHREGMiAIFKSGGIPALVRMLSSPVBSV^^ 
15 NPKFLAITTDCLQLLAYGNQESKLIILANGGPQALVQIMRNYSYEK^ 
AGGMQALGKHLTSNSPRLVQNCLWTLRNLSDVATK^ 
NNSKNKTLVTQNSGVEALI^ 

QPNQWPLVKATIGL IRNLALCPANHAPLQEAAVI PRLVQLLVKAHQDAQRHVAAGTQQP YTDGVRMEE I V 
EGCTGALHIIiARDPMNRMEI FRLNTI PLFVQLLYSSVENIQRVAAGVLCELAQDKEAADAIDAEGASAPL 
20 MELLHSRNEGTATYAAAVLFRISEDKNPDYRKRVSVELTNSLFKHDPAAWEAAQS^ 
YRPMYS SDVPLDPIiEMHMDMDGDYP IDTYSDGLRPP YPTADHMIiA 

SEQ ED NO:410 

Plasminogen activator inhibitor 1 (SERPINE1; PAI-1) 
25 >GL3_6E_1_M13F Direction: N/A 

AGGCANGNTACAAGTGTGATGGCAATGTGACTGGAACAGAAATAGTTTCTATCCAGGCACATCAATAAGCTCCCT 
GTAATGCCCCGTAGATTCCATCCTGCAAAAGTGGCCCTCAGTTGGCGACACCCACGTGTCTGCATGATCCCCGCA 
GTTGTGTGCTACGCACGTAGGACGAGCGTTGGAATGCAAGGTTGCCCCANATCGGTCCCGCANGGCTTCACCGTC 
TGGTTTGGATGACCTATCTAAGGGGAAGTTTCGTC^ 

30 CGGTAGACTATGGGAGCGATTTTGACCTTAAAAAGGTTCNCTTCCCAAGNGAGAGAAGGGCCCAACGGGAGTCCT 
TGGGACGAAGCGAGGGAGTCCTGTGCTTTTACTCAACATCTGTCTTAATCAATAGAGTGNCAAGATGCTCTATCG 
TGCTTTCCCCTTCAGAGAAGTGAGGTTCAATTGTAACAGCATAAC 

SEQIDNO:411 

35 >GL3_37G_PCR_G3F1 Direction: N/A 

TCGGAGTTTCTTCTTTCCCGATGCATCTCCAGTTTTGTCCCAGATGAAGGCGTCTTTCCCCAGGGTCAGGGGTTC 
CATCACTTGGCCCATGAAAAGGACTGTTCCTGTGGGGTTGTGCCGGAACAACAAAGAGGAAGGGTCTGTCCATGA 
TGATCTCCTCGGGGGCCATGCGGGCTGAGACTATGACAGCTGTGGATGAGGAGGCCACCGTGCCACTCTCGTTCA 
CCTCGATCTTCACTTTCTGCAGCGCCTGCGCGACGTGAGAGGCTCTTGGTCTGAAAGACTCGTGAAGTCAGCCTG 
40 AAACTGTCTGAACATGTCGGTCATTCCCAGGTTCTCTAGGGGCTTCCTGAGGTCGACTTCAGTCTCCAGGGAGAA 
CTTGGGCAGAACCAGGAGGCGGGGCAGCCTGGTCATGTTGCCTTTCCAGTGGCTGATGAGCTGGGCACTCAGAAT 
GTTGGTGAGGGCAGAGAGAGGCACCTCTTTTTCATAAGGGGCAGCAATGAACATGCTGAGGGTGTCCCCGTGGTA 
GGGCAGTTCCAGGATGTCGTATAATGGCCATCGGGCGTGGTGAAC 

45 SEQ ID NO:412 

>GL3_6E_1_M13R Direction: anti-sense 

GAC^CACACAAAAGGTATGATCAGC^^CTTGCTTGGGAAAGGAGCCGTGGACO^GCTGACACGGCTGGTGCTGGT 
GAATGCCCTCTACTTCAACGGCCAGTGGAAGACTCCCTTCCCCGACTCCAGCACCCACCGCCGCCTCTTCCACAA 
ATCAGACGGCAGCACTGTCTCTGTGCCCATGATGGCTCAGACCAACAAGTTCAACTATACTGAGTTCACCACGCC 
50 CGATGGCCATTACTACGACATCCTGGAACTGCCCTACCACGGGGACACCCTCAGCATGTTCATTGCTGCCCCTTA 
TGAAAAAGAGGTGCCTCTCTCTGCCCTCACC^^ 
ATGACCAGGGGC 

SEQIDNO:413 
55 >GL3__6E 2 M13F Direction: anti- sense 

GAC^C^CACAAAAGGTATGATCAGCAACTTGCTTGGGAAAGGAGCCGT 

GAATGCCCTCTACTTCAACGGCCAGTGGAAGACTCCCTTCCCCGACTCCAGCACCCACCGCCGCCTCTTCCACAA 
ATCAGACGGCAGC^CTGTCTCTGTGCCCATGATGGCTCAGACCAACAAGTTCAACTATACTGAGTO 
CGATGGCCATTACTACGACATCCTGGAACTGCCCTACCACGGGGACACCCTCAGCATGTTCATTGCTGCCCCTTA 
60 TGAAAAAGAGGTGCCTCTCTCTGCCCTCACCAACATTCTGAGTGCCCAGCTCATCAGCCACTGGAAAGGCAACAT 
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GACCAGGCTGCCGCGCCTCCTGGTTCTGCCCAAGTTCTCCCTGGAGACTGAAGTCGACCTCAGGAAGCCCCTAGA 

GAACCTGGGAATGACCGAGATGTTCAGACTCGTTTCAGGCTC 

ACGTCGCGCAGGCCTGAG 

5 SEQBDNO:414 

>GL3_6E_3_M13F Direction: anti-sense 

GACACACACAAAAGGTATGATCAGCAACTTGCTTGGGAAAGGAGCCGTGGACCAGCTGACACGGCTGGTGCTGG^ 
GAATGCCCTCTACTTCAACGGCCAGTGGAAGACTCCCTTCCCC^ 

ATCAGACGGCAGCACTGTCTCTGTGCCCATGATGGCTCAGACCAACAAGTTCAACTATACTGAGGTTCACCACGC 

10 CCGATGGCCATTACTACGACATCCCTGGAACTGCCCTACCACGGGGACACCCTCAGCATGTTCATTGCTGCCCCT 
T 

SEQIDNO:415 

>GL3_36B_PCR_G3F1 Direction: N/A 

1 5 AGGCAGTACAAGTGTGATGGCAATGTGACTGGAACAGAAATAGTTTCTACCAGGCACACAAAAG 

CCCGTAGTTCCATCCTGCAAAGGGCCTCAGTGGGAACCAGTCTTGGCAACCCATGGGCAGAGAGACGGGTGGAAG 
CAGGTGCCCCAGATGGTCCCGCAGGCGTCACCGTCTGGTTTGGAGACCTTAAGGGAGTTGTGCTTCAAACTTCTC 
TCCCAGGGGTCTCAGGTGGAGACTAGGGAGTTTGACCTAAAGGTCCTCCAAGGAGAGGCCAAGGTCTTGGAGACA 
GATCTGGTTTACCATCTTTTAACAAAAGGCAAATGTCTTCTCTTCCTTCAGAAAGAGTCATTAACACTAAAATTC 

20 TTTTCTTCGGAGTTTCTTCTTTCCCGATGCATCTCCAGTTTTGTCCCAGATGAAGGCGTCTTTCCCGAGGGGTCA 
GGGGTTCCATCACTTGGCCCATGAAAAGGACTGTTCCTGTGGGGTTGTGCCGGACCACAAAGAGG 

SEQIDNO:416 

>GL3_6E_2_M13R Direction: sense 

25 AGGCAGTACAAGTGTGATGGCAATGTGACTGGAACAGAAATAGTTTCTACCAGGCACACAAAAGCTCCTGTAAGC 
CCCGTAGTTCCATCCTGCAAAGGGGCCTCAGTGGGAACCAGGTCTGCAGACCCGAGTGGGCAGAGAGACGGGTGG 
AAGCAGGTGCCCCAGATGGTCCCGCAGGCGTCACCGTCTGGTTTGGAGACCTTAAGGGAGTTGTGCTTCAAACTT 
CTCTCCCAGGGTCTCAGGTGGAGACTAGGGAGTTTGACCTAAAGGTCCTCCAAGGAGAGGCCAAGGTCTTGGAGA 
CAGATCTGGTTTACCATCTTTTAACAAAAGGCAAATGTCTTCTCTTCCTTCAGAAAGAGTCATTAACACTAAAAT 

30 TCTTTTCTTCGGAGTTTCTTCTTTCCCGATGCATCTCCAGTTTTG 

SEQIDNO:417 

>GL3_6E_3_M13R Direction: sense 

CAGCTGGANCGAGCTCGGATGACTTANTAACGGCCGCCAGTGTGCTGGAATTCGCCCTTCTCTCGGCATGGACGA 
35 GCTGTACAAGGAGGAGGCGCCAAGGCCGGTGGCAGCGGTGGCTCCAGTGTGCTGGGTTCTTGCGGAGGCAGTACA 
AGTGTGATGGCAATGTGACTGGAACAGAAATAGTTTCTACCAGGCACACAAAAGCTCCTGTAAGCCCCGTAGTTC 
CATCCTGCAAAGGGGCCTCAGTGGGAACCAGGTCTGCAGACCCGAGTGGGCAGAGAGACGGGTGGAAGCAGGTG 
CCCAGATGGTCCCGCAGGCGTCACCGTCTGGTTTGGAGACCTTAAGGGAGTTGTGCTTCAAACTTCTCTCCCAGG 
GTCTCAGGTGGAGACTAGGGAGTTTGACCTAAAGGTCCTCCAAGGAGAGGCCAAGGTCTTGGAGACAGATCTGGT 
40 TTACGATCTTTTAACAAAAGGGAAATGTCTTCTCTTCCTTCAGAAAGAGTCATTAACACTAAA 

SEQBDNO:418 

>GL3_6E_PCR_G3F1 Direction: N/A 

AGGCAGTACAAGTGTGATGGCAATGTGACTGGAACAGAAATAGTTTCTACCAGGCACACAAAAGCTCCTGTAAGC 
45 CCCGTAGTTCCATCCTGCAAAGGGCCTCAGTGGGAACCAGGTCTGCAGACCCAGTGGGCAGAGAGACGGGTGGAA 
GCAGGTGCCCCAGATGGTCCCGCAGGCGTCACCGTCTGGTTTGGAGACCTTAAGGGAGTTGTGCTTCAAACTTCT 
CTCCCAGGGTCTCAGGTGGAGACTAGGGAGTTTGACCTAAAGGTCCTCCAAGGAGAGGCCAAGGTCTTGGAGACA 
GATCTGGTTTACCATCTTTTAACAAAAGGCAAAT 

TTTTCTTCGGAGTTTCTTCTTTCCCGATGCATCTCCCGTTTTGTCCCAGATAAGGCGTCTTTCCCCAGGGTCAGG 
5 0 GGTTCCATCACTTGGCCCATGAAAAGGACTGTTCCT 

SEQIDNO:419 

>gij 10835158 |ref|NM_000602.l| Homo sapiens serine (or cysteine) proteinase 
inhibitor, clade E (nexin, plasminogen activator inhibitor type 1) , member 
55 1 (SERPINE1) , mRNA 

GAATTCCTGCAGCTC^GCAGCCGCCGCCAGAGCAGGACGAACCGCCAATCGCAAGGCACCTCTGAGAACT 
TCAGGATGCAGATGTCTCCAGCCCTCACCTGCCTAGTCCTGGGCCTGGCCCTTGTCTTTGGTGAAGGGTC 
TGCTGTGCACCATCCCCCATCCTACGTGGCCCACCT 
GTGGCGCAGGCCTCCAAGGACCGCAACGTGGT1TTCT 
60 TCCAGCTGACAACAGGAGGAGAAACCCAGCAGGAGATTCAAGCAGCTATGGGATTCAAGATTGATGA 



102 



WO 2004/019893 



, ciyus2003/027523 



GGGCATGGCCCCCGCCCTCCGGCATCTGTACAAGGAGCTCATGGGGCCATGGAACAAGGATGAGATCAGC 
ACCACAGACGCGATCTTCGTCCAGCGGGATCTGAAGCT^ 

TGTTCCGGAGCACGGTCAAGCAAGTGGACTTTTCAGAGGTGGAGAGAGCCAGATTCATCATCAATGACTG 
^TGAAGACACACAGAAAAGGTATGATCAGCAACTTC 
5 CTGGTGCTGGTGAATGCCCTCTACTTC^^CGGCCAGTGGAAGACTCCCTTCCCCGACTCCAGCACCCACC 
GCCGCCTCTTCGACAAATCAGACGGCAGCACTGTCTC 

CTATACTGAGTTCACCACGCCCGATGGCCATTACTACGACATCCTGGAACTGCCCTACCACGGGGACACC 
CTC^GCATGTTCATTGCTGCCCCTTATGJ^^ 

CCCAGCTCATCAGCCACTGGAAAGGCAACATGACCAGGCTGCCCCGCCTCCTGGTTCTGCCCAAGTTCTC 
10 CCTGGAGACTGAAGTCGACCTCAGGAAGCCCCTAGAGAACCTGGGAATGACCGACATGTTCAGACAGTTT 
CAGGCTGACTTCACGAGTCTTTCAGACCAAGAGCCTCTCCACGTCGCGCAGGCGCTGCAGAAAGTGAAGA 
TCGAGGTGAACGAGAGTGGCACGGTGGCCTCCTCATCCACAGCTGTCATAGTCTCAGCCCGCATGGCCCC 
CGAGGAGATCATCATGGACAGACCCTTCCTCTTTGTC^ 

ATGGGCC^GTGATGGAACCCTGACCCTGGGGAAAGACGCCTTCATCTGGGACAAAACTGGAGATGCATC 

15 GGGAAAGAAGAAACTCCGAAGAAAAGAATTTTAGTGTTAATGACTCTTTCTGAAGGAAGAGAAGACATTT 

GCCTTTTGTTAAAAGATGGTAAACCAGATCTGTCTCCAAGACCTTGGCCTCTCCTTGGAGGACCTTTAGG 

TCAAACTCCCTAGTCTCCACCTGAGACCCTGGGAGAGAAGTTTGAAGCACAACTCCCTTAAGGTCTCCAA 

ACCAGACGGTGACGCCTGCGGGACCATCTGGGGCACCTGCTTCCACCCGTCTCTCTGCCCACTCGGGTCT 

GCAGACCTGGTTCCCACTGAGGCCCTTTGCAGGATGGAACTACGGGGCTTACAGGAGCTTTTGTGTGCCT 

20 GGTAGAAACTATTTCTGTTCCAGTCACATTGCCATCACTCTTGTACTGCCTGCCACCGCGGAGGAGGCTG 

GTGACAGGCCAAAGGCCAGTGGAAGAAACACCCTTTCATCTCAGAGTCCACTGTGGCACTGGCCACCCCT 

CCCCAGTACAGGGGTGCTGCAGGTGGCAGAGTGAATGTCCCCCATCATGTGGCCCAACTCTCCTGGCCTG 

GCCATCTCCCTCCCCAGAAACAGTGTGC^TGGGTTATTTTGGAGTGTAGGTGACTTGTTTACTCATTGAA 
GCAGATTTCTGCTTCCTTTTATTTTTAT^ 

25 CCCCCGZy\TCTCTTGGTGGGGAGGGGTGTACCTAAATATTTATCATATCCTTGCCCTTGAGTGCTTGTTA 
GAGAGAAAGAGAACTACTAAGGAAAATAATATTATTTAAACTCGCTCCTAGTGTTTCTTTGTGGTCTGTG 
TCACCGTATCTCAGGAAGTCCAGCCACTTGACTGGCACACACCCCTCCGGACATCCAGCGTGACGGAGCC 
CACACTGCC^CCTTGTGGCCGCCTGAGACCCTCGCGCCCCCCGCGCCCCCCGCGCCCCTCTTTTTCCCCT 
TGATGGAAATTGACCATACAATTTCATCCTCCTTCAGGGGATCAAAAGGACGGAGTGGGGGGACAGAGAC 

30 TCAGATGAGGACAGAGTGGTTTCCAATGTGTTCAATAGATTTAGGAGCAGAAATGCAAGGGGCTGCATGA 
CCTACCAGGACAGAACTTTCCCCAATTACAGGGTGACTCACAGCCGCATTGGTGACTCACTTCAATGTGT 
CATTTCCGGCTGCTGTGTGTGAGCAGTGGACACGTGAGGGGGGGGTGGGTGAGAGAGACAGGCAGCTCGG 
ATTCAACTACCTTAGATAATATTTCTGAAAACCTACCAGCCAGAGGGTAGGGCACAAAGATGGATGTAAT 
GCACTTTGGGAGGCCAAGGCGGGAGGATTGCTTGAGCCCAGGAGTTCAAGACCAGCCTGGGCAACATACC 

3 5 AAGACCCCCGTCTCTTTAAAAATATATATATTTTAAATATACTTAAATATATATTTCTAATATCTTTAAA 

TATATATATATATTTTAAAGACCAATTTATGGGAGAATTGCACACAGATGTGAAATGAATGTAATCTAAT 
AGAAGC 

SEQIDNO:420 

40 >gi | 10835159 | ref |NP_000593 . 1 | serine (or cysteine) proteinase inhibitor, 
clade E (nexin, plasminogen activator inhibitor type 1) , member 1; 
plasminogen activator inhibitor, type I [Homo sapiens] 

MQMS P ALTCLVLGLALVFGEGS AVHHP P S YVAHL ASD FG VRVFQQ VAQAS KDRNVVFS P YGVAS VL AMLQ 
LTTGGETQQQIQAAMGFKIDDKGMAPAIjRHLYKELM^ 
45 RSTVKQVT>FSEVERARFIINDWV1CTHT^^ 

LFHKSDGSWSV^MMAQTNKFNYTEFTTPDGHYYDILELPYHGDTLS^^ 

LISHWKGNMTRLPRLLVXiPKFSLETEVTJL^^ 

ViraSGTVASSSTAVIVSARMAPEEIIMDR^ 

50 SEQ ID NO:421 

Proteosomal subunit Y> 

ACACTGCCCTCCTTCTTGAGGGTCCCAGCCTGCGATGATGATTCCCGCCATCAGGTCTTCCCGGTATCGGTAACA 
CATCTCCTTAAAGAGACTGGCTGCTGTGTGGACCAGTGGAGGCTCATTCAGTTCAATGCTGTGGAAACCGAGCTG 
GTAGGTGACAGCATCAGCTACTGCCTGGGTATCAGCAGCTGAGCCTGAGCGACAGCAGAAAATGCGGTCGTGAAT 
55 AGGTGTCAGCTTGTCAGTCACTCGATTGGCGATGTAGGACCCAGTGGTTGTTCTGGAGTCCGCCCCCAGAACCAC 
GCCCCCGTC7^CTGCACGGCCATGATAGTGGTCCCAGTGGAAACTTCTCGGCTTTCC(^GTCTGGAGTGAACGC 
CTCCGGCCCCCAAGCCGGTGCTGGCCCGGCTCCCCGAGCAGCTAGTAAGGTAG 
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SEQ ID NO:422 
Rap2B 

>GL3_37F_1_M13F Direction: N/A 
CGAACTGCTCGGTGCCCGCCGTATCCAGGATC^ 
5 AT^AAGTCTTCGATGGTCGGGTCGTACTTCTCGATGAAGGAGCCCGTCACGAACTGCACGGTGAGCGCGGACTTGC 
CCACGCCGCCCGAGCCCAGCACCACCACTTTGTACTCTCTCATGGCTCCGTCAGCGCTCTCGCCGCGCCTGCCGC 
GGCCCCGTCGGGGCTGCGCGCGGGAAAGGCTGGGCTTGGCGGGCTGGACTTCTCTTCCCCTTCCTCAGCTACGCA 
GGAAAAACCCAGGAGAGAGCAACCCAGAGAACGCAGGGCGGAAACCACCGAAACGGAAGGCGGGCCGCCAGGCCC 
GGCCCGGCGGCCGGCGGGCAAGKSCGNTAATCCCTGGGGGCTAG^ 
1 0 TCACCGGNAGGCAGGCAAGGACANGACAGCCCCNGGNGGACGGGCAGAAAACCCGGGAANGAGG(^ 

C CCAC GGC AAGC CTTTGGCGNCACGNGAAGAAAAACCACAAGGG CAACAAGGGGGGNGTTAACGNCATTAAGGAA 
TAACACAGCGCGGAGCCGAGAG 

SEQ ID NO:423 

15 >GL3_3 7F_4_M13F Direction: anti -sense 

CGCAGCTGCGGGCATTGTCCTCTCGGTTCGCCGCCCGGGCTGCTGCTGCCGCCGCGGACTGCTGCGGGGCCCGGA 
CCCGCACCCCAGGGATACGCTGCCGCCGTCGCCGGCCGGCCCGGGCCCGGCCTCCGTTCGGTGGTTTCCGCCCTG 
CGTTCTCTGGGTTGCTCTCTCCTGGGTTTTTCCTGCGTAGCTGAGGAAGGGGAAGAGAAGTCCAGCCGCCAAGCC 
CAGCCTTCCCCGGCGCAGCCCCGACGGGGCCGCCGGACAGGCGCGGGCGGAGAAGCGCTGACGGAGCCATGAGGA 

20 GAGTACACAAGTGGTGGTGCTAGGGCTCGAGGCAGGAGTGGGGCAAAGTCCGCAGACTTCAACCGTGGCAAGATA 
CGGTTGGAAC^CGGGGCATCCTTCAATCGNAGAAAAGGTACGAACCCGAACNCATCGAAAGAACTTTTTAACCGG 
CCAAGGNAGNAATGGAGAGTGGGACCTCAGGNCTACGNCCCGTCCCGGGANGCTTGGAAGAATCC 

SEQ ID NO:424 

25 >GL3_37F_2_M13R Direction: sense 

CGAACTGCTCGGTGCCCGCCGTATCCAGGATCTCCAGCACCGACGGCGACGAGTCCACCTCAATCTCCTTGCGGT 
AAAAGTCTTCGATGGTCGGGTCGTACTTCTCGATGAAGGAGCCCGTCACGAACTGCACGGGTGAGCAGCGGACTT 
GCCCANAGACCGGACCGAGCCCAGACACACACCACTATATGTACTCATCTCAATGGCATCCGNCAGAGCTCATCG 
NCCGAC^GACCTGCCGSntfGGACCCCGATACAGGGGGGCATTGC^^ 

30 ACAGGGACAATAGGGAACAGNTATCATCATTCACACACATATCGC^ 

AACGCCCAAGAGAAGAAAGAGGCAAAACCCCCAAGGAANNGAAAACAACAGGGCCAACAAGAGGGGACCGGGGAG 
GAAAAAAA 

SEQIDNO:425 

35 >GL3_37F_3_M13F Direction: N/A 

CGAACTGCTCGGTGCCCGCCGTATCCAGGATCTCC^GCACCGACGGCGACGAGTCCACCTCAATCTCCTTGCGGT 
AAAAGTCTTCGATGGTCGGGTCGTACTTCTCGATGAAGGAGCCCGTCACGAACTGCACGGTGAGCGCGGACTTGC 
CCACGCCGCCCGAGCCCAGCACCACCACTTTGTACTCTCTCATGGCTCCGTCAGCGCTCTCGCCGCGCCTGCCGC 
GGCCCCGTCGGGGCTGCGCGCGGGGAAGGCTGGGCTTGGCAGGCTGGACTTCTCTTCCCCTTCCTCAGCTACGCA 

40 

GGAAAAACCCAGGAGAGAGCAACCCAGAGAACGCAGGGCGGGAAACCACCGAACGGAGGCCGGGCGCCGGGCCGT 
CCGGCCGGACGANGGCAGTGCGGGGGCGAACCGAGAGGAACAAATGCCCGAGAGGCCCTTGCGGCCGAAAAA 

SEQIDNO:426 

>GL3 37F 4 M13R Direction: sense 

45 

CGAACTGCTCGGTGCCCGCCGTATCCAGGATCTCCAGCACCGACGGCGACGAGTCCACCTCAATCTCCTTGCGGT 
AAAAGTCTTCGATGGTCGGGTCGTACTTCTCGATGAAGGAGCCCGTCACGAACTGCACGGTGAGCGCGGACTTGC 
CCACGCCGCCCGAGCCCAGCACCACCACTTTGTACTCTCTCATGGCTCCGTCAGCGCTCTCGCCGCGCCTGCCGN 
GGCCCCGTCGGGGCTGCGCGCGGGGAAGGCTGGGCTTGGCGGCTGGACTTCTCTTCCCCTTCCTCAGNTACGCAG 
GAAAAACCCAGGAGGAGAGCAACCCAGGAGAACGCAGGGCGGAAAGCACGCGGAACGGAGTGCCGGGCGCCGGGC 
50 CGGCCCG 

SEQIDNO:427 

>GL3_37F_PCR_G3F1 Direction: sense 

CGAACTGCTCGGTGCCCGCCGTATCCAGGATCTCCAGCACCGACGGCGACGAGTCCACCTCAATCTCCTTGCGGT 

55 

AAAAGTCTTCGATGGTCGGGTCGTACTTCTCGATGAAGGAGCCCGTCACGAACTGCACGGTGAGCGCGGACTTGC 

CCACGCCGCCCGAGCCCAGCACC^CCACTTTGTACTCTCTCATGGCTCCGTCAGCGCTCTCGCCGCGCCTGCCGC 

GGCCCCGTCGGGGCTGCGCGCGGGGAAGGCTGGGCTTGGCGGCTGGACTTCTCTTCCCCTTCCTC^GCTACGCAG 

GAAAAACCCAGGAGAGAGCAACCCAGAGAACGC^GGGCGGAAACCACCGAACGGAGGCCGGGCGCCGGGCCGG 

GGCGGCGGCGGCAGCGTATCCCTGGGGTGCGGGTCCGGGCCCCGCAGCAGTCCGCGGCGGCAGCAGCAGCCCGGG 
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CGGCGAACCGAGAGGACAATGCCCGCAGCCTGCGCCGCAGAACCCAGCACAGTGGTTAGATAGATAAAGCGGCGC 
TCGACTAGTCTGAGGTCTGATACTCACTGACTGAA 

SEQ ID NO:428 

>gi| 16159529 | ref |XM_003032 .2 | Homo sapiens RAP2B, member of RAS oncogene 
famxly (RAP2B) , mRNA 

GCACGTTCCGCGGGGACTCATGCCACGCGCGTCCCGGCCCGACGCGCAATTAGCAGCCACCTCCGCAGCC 
CGCCGCCACCGCCTCCCTGCCCTCCCGGGCTGCCGCAGCTAGGAGCTCCAGCCGTCGCCTCGCGCAGGCT 
GCGGGCATTGTCCTCTCGGTTCGCCGCCCGGGCTGCTGCTGCCGCCGCGGACTGCTGCGGGGCCCGGACC 
CGCACCCCAGGGATACGCTGCCGCCGCCGCCGGCCGGCCCGGCGCCCGGCCTCCGTTCGGTGGTTTCCGC 
CCTGCGTTCTCTGGGTTGCTCTCTCCTCGGTTTTTCCTGCGTAGCTGAGGAAGGGGAAGAGAAGTCCAGC 
CGCCAAGCCCAGCCTTCCCCGGCGCGCAGCCCCGACGGGGCCGCGGCAGGCGCGGCGAGAGCGCTGACGG 
AGCCATGAGAGAGTACAAAGTGGTGGTGCTGGGCTCGGGCGGCGTGGGCAAGTCCGCGCTCACCGTGCAG 
TTCGTCACGGGCTCCTTCATCGAGAAGTACGACCCGACCATCGAAGACTTTTACCGCAAGGAGATTGAGG 
TGGACTCGTCGCCGTCGGTGCTGGAGATCCTGGATACGGCGGGCACCGAGCAGTTCGCGTCCATGCGGGA 
CCTGTACATCAAGAACGGCCAGGGCTTCATCCTGGTCTACAGCCTCGTCAACCAGCAGAGCTTCCAGGAC 
ATCAAGCCCATGCGGGACCAGATCATCCGCGTGAAGCGGTACGAGCGCGTGCCCATGATCCTGGTGGGCA 
ACAAGGTGGACCTGGAGGGTGAGCGCGAGGTCTCGTACGGGGAGGGCAAGGCCCTGGCTGAGGAGTGGAG 
CTGCCCCTTCATGGAGACGTCGGCCAAAAACAAAGCCTCGGTAGACGAGCTATTTGCCGAGATCGTGCGG 
CAGATGAACTACGCGGCGCAGCCCAACGGCGATGAGGGCTGCTGCTCGGCCTGCGTGATCCTCTGAGGCG 
GCCACCGCGCGCCGGCCGCGCTCTGCGCACAAAAGCCAAACGCATCCGACTCTCTAAATGTGATTTATTT 
CTTGCTTTGAGATTGGAGACCACTTTGCATTGGCCAGGGTGTCTTGGGAGCCCGGCTGGCCTCCGCGGCC 
GGCGTCCCCTGCCTCCACCCTGTGCCCGAGGGGGTGTCCGGTCCTGCCCATCCGATACTCTGGTGGAAAT 
GTGGCTCTTTGCAGCATGTACGTTTCTCCCTGATTTTGGTTGATGCATATTTCCCCGTTTAAGTAGCCGT 
TAGGGCGCAGTATCGGCAGCTTGACACCCACCAAGCAAAAGTTTCAGCCTGGAAAAAAAATGGGGGGGAA 
GGGTGGATGAAAAGGAGGGAGAGAAGGTGGAAATGGTTTTTTTTTTTTTTTTTCTATTTTCTTTCTTTTT 
TTTTTTTTTTTTTTTTGGTCAACAGCCGTTTTTCTAGTTCCAAGTTTTAAATACATGGAAGGAAGTCCGG 
GAGAACCATATGAAGGAGCAGGAGGAGAGGAAGAAACTTTTTTTCCTTCTTTTCCAGGAGTAGCTGGAAA 
TTAAGATCGGGTTCCTTTTCTGCCAGCTTGGAAGGGCAACCCCATGACTGATTGCGATTCTGAGGATGTC 
TATGCAAAGTTGGATTCTTGTTACAGTGTATCCAATCTGAAGTATTGCACATCTGAACTGGGACTGTTAA 
CACTGATGCCAATACAGTGTGGGGTGCCAGAAAGTGTCTGCTGATATTTGTGG 

SEQ ID NO:429 

>gi | 11433346 | ref |XP_003032 . 1 | RAP2B, member of RAS oncogene family [Homo 
sapiens] 

MREYKVVVLGSGGVGKSAIjWQPVTGSPIEKYDPTIEDFYRKEIEVDSSPSVLEILDTAGTEQFASMRDIj 
YIKNGQGFILVYSLWQQSFQDIKPMRDQIIRVKRYERVPMILVGNKVDIiEGEPJEVSYGEGKALAEEWSC 
PFMETSAKNKASVDELFAEIVRQMNYAAQPNGDEGCCSACVIL 

SEQ ID NO:430 
Semaphorin 3F 

>GL3_10.20_A_M13F Direction: anti-sense 



^ww_iv. 4 u_fl._i'ujr uireccion : anti-sense 

CGGCAGAAAACAGAGCCTGCCTAACCAGGCCCAGCCAGTTGGTGGGGCCAGGCCAGGACCACACAGTCCCCAGAC 
TCAGCTGGAAGTCTACCTGCTGGACAGCCTCCGCCAAGATCTACAGGACAAAGGGAGGGAGCAAGCCCTACTCGG 
ATGGGGCACGGACTGTCGACCTTTTCTGATGTGTGTTGTCAGCCTGTGCTGTGGCATAGACATGGATGCGAGGAC 
CACTTTGGAGACTGGGGTGGCCTCAAGAGCACACAGAGAAGGGAAGAAGGGGCCATCACAGGATGCCAGCCCCTG 
CCTGGGTTGGGGGCACTCAGCCACGACCAGCCCCTTCCTGGGTATTTATTCTCTATTTATTGGGGATAGGAGAAG 
AGGCATCCTGCCTGGGTGGGACAGGCCCTTCAGCCCCTTCTCCNCTCCCCGCCTGGCCAGGGCAGGGCCACCCCA 
CTCTACCTCCTTAGCTTTCCCTGTGCCACTTTGACTCAGAGGCTGGGAGCATAGCAGAGGGGCCAGGCCCAGGCA 
GAGCTGACGGGAGGCCCCAGCTCTGAGGGGAGGGGGTC 



SEQIDNO:431 

>GL3_9 . 67_A_M13R Direction: anti-sense 

CGGCAGCAAAACAGANCCTGCCTAACCAGGACCCANCCAGTTGGTGGGGCCAGGCCAGGACCACACAGTCCCCAG 

ACTCAGCTGGAAGTCTACCTGCTGGACAGCCTCCGCCAAGATCTACAGGACAAAGGGAGGGAGCAAGTCCTACTC 

GGATGGGGCACGGACTGTCCACCTITTCTGATGTGTGTTGTCAGCCTGTGCTGTGGCATAGACATGGATGCGAGG 

ACCACTTTGGAGACTGGGGTGGCCTCAAGAGCACACAGAGAAGGGAAGAAGGGGCCATCACAGGATGCCAGCCCC 

1GCCTGGGTTGGGGGCACTCAGCCACGACCAGCCCCTTCCTGGGTATTTATTCTCTATTTATTGGGGATAGGAGA 

AGAGGCATCCTGCCTGGGTGGGACAGCCCCTTCAGCCCCTTCTCCNCTCCCCGACTGGCCAGGGCAGGGCCACCC 
CACTCTACCTCCTNANATTCCCCTGTGC 
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SEQ ID NO:432 

>GL3_9.67J3_M13F Direction: N/A 
GCCAGTGTTTATTAGCAAGATGGAACCCAAAGGCGGCTC^ 
5 CCATCTACCCAACTGCCCCCCAGAGCTAATTAC 

GGGGAGCCTCTACCGGCCCCAGGCCTCTACCACGGACCCCCTCCCCTCAGAGCTGGGGCCTCCCGTCAGCTCTGC 
CTGGGCCTGGCCCCTCTGCTATGCTCCCAGCCTCTGAGTCAAAGTGGCACAGGGAAAGCTAAGGAGGTAGAGTGG 
GGTGGCCCTGCCCTGGCCAGGCGGGGAGGGGAGAAGGGGCTGAAGGGGCTGTCCCACCCAGGCAGGATGCCTCTT 
CTCCTATCCCCAATAAATAGAGAATAAATACCCAGGAAGGGGCTGGTCGTGGCTGAGTGCCCC(^ACCCAGGCAG 
10 GGGCTGGCATCCTGTGATGGCCCCTTCTTCCCTTCTCTGTGTGCTCTTGAGGCCACCCCAGTCTCCAAAGTGGTC 
CTCGCATCCATGTCTATGCCACAGCACAGGCTGACAACACAC^TCANAAAAGGTGGACAGTCCGTGCCCCATCCG 
AGTAGGGCTTGCTCCCTCCCTTTGTCCTGTAGATCTTGGCGGANGCTGTCCAGCAGGTANACTTCCAGCTGANTC 
TGGGGACTGTGTGGTCCTGGCCTGGCCCACCAACTGGNTGGCCTGGTTAGGCAGGTCTGTTTTCTTGC 

15 SEQIDNO:433 

>GL3_9. 67_B_M13R Direction: anti-sense 

CGGCAGAAAACAGAGCCTGCCTAACCAGGCCCAGCCAGTTGGTGGGGCCAGGCCAGGACCACACAGTCCCCAGAC 
TCAGCTGGAAGTCTACCTGCTGGACAGCCTCCGCCAAGATCTACAGGACAAAGGGAGGGAGCAAGCCCTACfTCGG 
ATGGGGCACGGACTGTCCACCTTTTCTGATGTGTGTTGTCAGCCTGTGCTGTGGCATAGACATGGATGCGAGGAC 

20 CACTTTGGAGACTGGGGTGGCCTCAAGAGCACACAGAGAAGGGAAGAAGGGGCCATCACAGGATGCCAGCCCCTG 
CCTGGGTTGGGGGCACTCAGCCACGACCAGCCCCTTCCTGGGTATTTATTCTCTATTTATTGGGGATAGGAGAAG 
AGGCATCCTGCCTGGGTGGGACAGCCCCTTCAGCCCCTTCTCCNCTCCCCGCCTGGCCAGGGCAGGGCCACCCCA 
CTCTACCTCCTTAGCTTTCCCTGTGCCACTTTGACTCAGAGGCTGGGAGCATAGCAGAGGGGCCAGGCCCAGGCA 
GAGCTGACGGGAGGCCCCAGCTCTGAGGGGAGGGGGTCCGTGGTAGAGGCCTGGGGCCGGTAGAGGCTCCCCAGG 

25 GCTCGCTTATGTCCACCACTTCAGGGGATGGGTGTG 

SEQ ID NO:434 

>GL3_9.67_C_M13F Direction: N/A 
GCC^GTGTTTATTAGCAAGATGGAACCCAAAGGCGGCTGT^ 

30 

CCATCTACCCAACTGCCCCCCAGAGCTAATTACATCCACACCCATCCCCTGAAGTGGTGGACATAAGGGAGCCCT 
GGGGAGCCTCTACCGGCCCCAGGCCTCTACCACGGACCCCCTCCCCTCAGAGCTGGGGCCTCCCGTCAGCTCTGC 
CTGGGCCTGGCCCCTCTGCTATGCTCCCAGCCTCTGAGTCAAAGTGGCACAGGGAAAGCTAAGGAGGTAGAGTGG 
GGTGGCCCTGCCCTGGCCAGGCGGGGAGGGGAGAAGGGGCTGAAGGGGCTGTCCCACCCAGGCAGGATGCCTCTT 
CTCCTATCCCCAATAAATAGAGAATAAATACCCAGGAAGGGGCTGGTCGTGGCTGAGTGCCCCCAACCCAGGCAG 
35 GGGCTGGCATCCTGTGATGGCCCCTTCTTCCCTTCTCTGTGTGCTCTTGAGGNCACCCCAGTCTCCAAAGTGGTC 
CTCGC^TCCATGTCTATGCCACAGCACAGGCTC 
ANTAGGGCTTGCTCCCTCCCTTTGTCCTGTAAATC 

SEQ ID NO:435 

40 >GL3_9.67_D_M13R Direction: sense 

GCCAGTX3TTTATTAGCAAGATGGAACCCAAAGGCGGCTGTGGCCTGGGCAGCAGAAGGCCACCAGGAGCCCCCAC 
CCATCTACC(^ACTGCCCCCCAGAGCTAATTAC^TC(^CACCCATCCCCTGAAGTGGTGGACATAAGGGAGCCCT 
GGGGAGCCTCTACCGGCCCCAGGCCTCTACCACGGACCCCCTCCCCTCAGAGCTGGGGCCTCCCGTCAGCTCTGC 
CTGGGCCTGGCCCCTCTGCTATGCTCCCAGCCTCTGAGTCAAAGTGGCACAGGGAAAGCTAANGAGGTAGAGTGG 

45 GGTGGCCCTGCCCTGGCCAGGCGGGGAGGGGAGAAGGGGCTGAAGGGGCTGTCCCACCCAGGCAGGATGCCTCTT 
CTCCTATCCCCAATAAATAGAGAATAAATACC 

GGGCTGG CATCCTGTGATGGCCCCTTCTTCCCTTCTCTGTGTGCTCTTGAGGCCACCCCAGTCTCCAAAGTGGTC 
CTCGCATCCATGTCTATGCCACAGCACAGGCTGACAACACACATCANAAAAAGGTGGACAG 

50 SEQIDNO:436 

>GL3_9 . 67_PCR_G3F1 Direction: N/A 
GCCAGTGTTTATTAGCAAGATGGAACCCAAAGGCGGCT 

CCATCTACCCAACTGCCCCCCAGAGCTAATTACATCCACACCCATCCCCTGAAGTGGTGGACATAAGGGAGCCCT 
GGGGAGCCTCTACCGGCCCCAGGCCTCTACCACGGACCCCCTCCCCTCAGAGCTGGGGCCTCCCGTCAGCTCTGC 
55 CTGGGCCTGGCCCCTCTGCTATGCTCCCAGCCTCTGAGTCAAAGTGGCACAGGGAAAGCTAAGGAGGTAGAGTGG 
GGTGGCCCTGCCCTGGCCAGGCGGGGAGGGGAGAAGGGGCTGAAGGGGCTGTCCCACCCAGGCAGGATGCCTCTT 
CTCCTATCCCCAATAAATAGAGAATAAATACCCAGGAA 

GGGCTGGCATCCTGTGATGGCCCCTTCTTCCCTTCTCTGTGTGCTCTTGAGGCCACCCCAGTCTCCAAAGTGGTC 
CTCGCATCCATGTCTATGCCACAGCACAGGCTGACAACACACATCAGAAAAGGTGGACAGTCCGTGCCCCATCCG 
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AGTAGGGCTTGCTCCCTCCCTTTTGTCCTGTAGATCTTGGCGGAGGCTGTCCAGCAGGTAGACTTCCAGCTGAGT 
CTGGGGACTGTGTGGTCCTGGCCTGGCCCCACCAAC^ 

SEQlDNO:437 

compiete 3 cdi 9b|U38276 ' l|HSU38276 HUman sema P horin 111 family homolog mRNA, 
CTGACTGGTGCTCCCTCTCTTTCATCTTGGGCTGTCTGCATGTGTCTCATTCCCCCACTCTCTCCTGTGC 

ctcccctctactctaataatcaggtccaggt^^ 

GGGATGCACCCTATCTGTTCCCCATTCCTCCAGGTGGGAGGGAGAAGGAGTAACCCACTTTATTGGCCAC 

AGATCBCAGGGGAGAAAGGAGAAAGC^TGCTGGGAGCTGGAAAGAGCCCTAAGATC^CCTGG 

AGTGGAGCCTGCTTCCTGCCTAGGCCCCTCCCACAATGCTTGTCGCCGGTCTTCTTCTCTGGGCTTC^CCT 

ACTGACTGGGGCCTGGCCATCCTTCCCTACCC^GGACCACCTCCCC^CC^CGCCCCGGGTACGGCTCT^ 

TTCAAAGAGCTGAAGGCCACAGGCACCGCCCACTTCTTCAACTTCCTGCTCAACACAACCGACTACCGAA 

TCTTGCTCAAGGACGAGGACCACGACCGCATGTACGTGGGCAGCAAGGACTACGTGCTGTCCCTGGACCT 

GCACGACATCAACCGCGAGCCCCTCATTATACACTGGGCAGCCTCCCCACAGCGCATCGAGGAATGCGTG 

CTCTCAGGCAAGGATGTCAACGGCGAGTGTGGGAACTTCGTCAGGCTCATCCAGCCCTGGAACCGAACAC 

ACCTGTATGTGTGCGGGACAGGTGCCTACAACCCCATGTGCACCTATGTGAACCGCGGACGCCGCGCCCA 

GGATTACATCTTCTACCTGGAGCCTGAGCGACTCGAGTCAGGGAAGGGCAAGTGTCCGTACGATCCCAAG 

CTGGACACAGCATCGGCCCTCATCAATGAGGAGCTCTATGCTGGTGTGTACATCGATTTTATGGGCACTG 

ATGCAGCCATCTTCCGCACACTTGGAAAGCAGACAGCCATGCGCACGGATCAGTACAACTCCCGGTGGCT 

GAACGACCCGTCGTTCATCCATGCTGAGCTCATTCCTGACAGTGCGGAGAATGATGATAAGCTTTACTTC 

TTCTTCCGTGAGCGGTCGGCAGAGGCGCCGCAGAGCCCCGCGGTGTACGCCCGCATCGGGCGCATTTGCC 

TGAACGATGACGGTGGTCACTGTTGCCTGGTCAACAAGTGGAGCACATTCCTGAAGGCGCGGCTCGTCTG 

CTCTGTCCCGGGCGAGGATGGCATTGAGACTCACTTTGATGAGCTCCAGGACGTGTTTGTCCAGCAGACC 

CAGGACGTGAGGAACCCTGTCATTTACGCTGTCTTTACCTCCTCTGGCTCCGTGTTCCGAGGCTCTGCCG 

TGTGTGTCTACTCCATGGCTGATATTCGCATGGTCTTCAACGGGCCCTTTGCCCACAAAGAGGGGCCCAA 

CTACCAGTGGATGCCCTTCTCAGGGAAGATGCCCTACCCACGGCCGGGCACGTGCCCTGGTGGAACCTTC 

ACGCCATCTATGAAGTCCACCAAGGATTATCCTGATGAGGTGATCAACTTCATGCGCAGCCACCCACTCA 

TGTACCAGGCCGTGTACCCTCTGCAGCGGCGGCCCCTGGTAGTCCGCACAGGTGCTCCCTACCGCCTTAC 

CACTATTGCCGTGGACCAGGTGGATTCAGCCGACGGGCGCTATGAGGTGCTTTTCCTGGGCACAGACCGC 

GGGACAGTGCAGAAGGTCATTGTGCTGCCCAAGGATGACCAGGAGATGGAGGAGCTCATGCTGGAGGAGG 

TGGAGGTCTTCAAGGATCCAGCACCCGTCAAGACCATGACCATCTCTTCTAAGAGGCAACAACTCTACGT 

GGCGTCAGCCGTGGGTGTCACACACCTGAGCCTGCACCGCTGCCAGGCGTATGGGGCTGCCTGTGCTGAC 

TGCTGCCTTGCCCGGGACCCTTACTGTGCCTGGGATGGCCAGGCCTGCTCCCGCTATACAGCATCCTCCA 

AGAGGCGGAGCCGCCGGCAGGACGTCCGGCACGGAAACCCCATCAGGCAGTGCCGTGGGTTCAACTCCAA 

TGCCAACAAGAATGCCGTGGAGTCTGTGCAGTATGGCGTGGCCGGCAGCGCAGCCTTCCTTGAGTGCCAG 

CCCCGCTCGCCCCAAGCCACTGTTAAGTGGCTGTTCCAGCGAGATCCTGGTGACCGGCGCCGAGAGATTC 

GTGCAGAGGACCGCTTCCTGCGCACAGAGCAGGGCTTGTTGCTCCGTGCACTGCAGCTCAGCGATCGTGG 

CCTCTACTCCTGCACAGCCACTGAGAACAACTTTAAGCACGTCGTCACACGAGTGCAGCTGCATGTACTG 

GGCCGGGACGCCGTCCATGCTGCCCTCTTCCCACCACTGTCCATGAGCGCCCCGCCACCCCCAGGCGCAG 

GCCCCCCAACGCCTCCTTACCAGGAGTTAGCCCAGCTGCTGGCCCAGCCAGAAGTGGGCCTCATCCACCA 

GTACTGCCAGGGTTACTGGCGCCATGTGCCCCCCAGCCCCAGGGAGGCTCCAGGGGCACCCCGGTCTCCT 

GAGCCCCAGGACCAGAAAAAGCCCCGGAACCGCCGGCACCACCCTCCGGACACATGAGGCCAGCTGCCTG 

TTCTGCCATGGGCAGCCTAGCCCTTGTCCCTTTTAATATAAAAGACATATATATATATATATATATATAT 

ATATAAAAATATCTATATTCTATACACACCCTGCCCCTGCAAAGACAGTATTTATTGGTGGGTTGAATAT 

AGCCTGCCTCAGTGGCAGCATCCTCCAAAACTTAGACCCATGCTGGTCAGAGACGGCAGAAAACAGAGCC 

TGCCTAACCAGGCCAGCCAGTTAGTGGGGCCAGGCCAGGACCACACAGTCCCCAGACTCAGCTGGAGTCT 

ACCTGCTGGACAGGCCTTGCGCCAAGATCTACAGGACAAAGGGAGGGAGCAAGCCCTACTCGGATGGGGC 

ACGGACCGTCCACCTTTCTGATGTGTGTTGTCAGCCTGTGCTGTGGCATAGACATGGATGCGAGGACCAC 

TTTGGAGACTGGGGTGGCCTCAAGAGCACACAGAGAAGGGAAGAAGGGGCCATCACAGGATGCCACCCCT 

GCCTTGGGTTGGGGGCACTCTGCCACGACCAGCCCCTTCCTGGGTATTTATTCTCTATTTATTGGGGATA 

GGAGAAGAGGCATCCTGCCTGGGTGGGACAGCCCCTTGGGCCCCTTCTCCCCTCCCCGCCTGGCCAGGGA 

GGGCCACCCCACTCTACCTCCTTAGCTTTCCCTGTGCCACTTTGACTCAGAGGCTGGGAGCATAGCAGAG 

GCCAGGCCCAGGCAGAGCTGACGGGAGGCCCCAGCTCTGAGGGGAGGGGGTCCGTGGTAGAGCCTGGGGC 

AGGTAGAGGCTCCCCAGGGCTCCCTTATGTCCACCACTTCAGGGGATGGGTGTGGATGTAATTAGCTCTG 

GGGGGCAGTTGGGTAGATGGGTGGGGGCTCCTGGTGGCCTTCTGCTGCCCAGGCCACAGCCGCCTTTGGG 

TTCCATCTTGCTAATAAACACTGGCTTTGGAACTAAAAAAAAAAAAAAAAAA 

SEQ ID NO:438 

>gi| 1061351 |gb|AAB18276.l| seraaphorin Hi family homolog 

MLVAGLLLWASLLTGAWPSFPTQDHLPATPRVRLSFKELKATGTAHPFNFLLNTTDYRILLKDEDHDRMY 
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VG S KD YVL S LDLHD INRE PL 1 1 HW AAS P QR I EE CVL S GKD VNGE CGNFVRL I QP WNRTHL YVCGTGAYNP 
MCTYVimGRRAQDYIFYLEPERLESGKGKCPYDPKI^ 
AmTDQYNSRWLNDPSFIHAELIPDSAENDD^ 
KWSTFIjKARLVCSVPGEDGIETHFDELQDVFVQQT^^ 

5 FNGPFAHKEGPNYQWMPFSGKMPYPRPGTCPGGTFTPSMKSTKDYPDEVINFI^SHPLMYQAVYPLQRRP 
LVVRTGAPYRLTTIAVBQVDSADGRYEVLFLGTDRGTVQKA/'IVLP 

MT I S S KRQQ L YVAS AVG VTHL S LHRC Q A YG AACAD CCL ARD P YCAWD GQ AC S R YTAS S KRRS RRQD VRHG 
NP I RQCRGFNSNANKNAVES VQYGVAGS AAFLECQPRS PQATVIG^LFQRDPGDRRRE I RAEDRFLRTEQG 
liLLRALQLSDRGLYSCTATENNFKHWTRVQLHVLGRDAVHAALFP 
10 LLAQPEVGLIHQYCQGYWRHVPPSPREAPGAPRSPEPQDQKKPRNRRHHPPDT 

SEQ ID NO:439 

SPARC 

>gi|4507170|ref |NM_003118.l| Homo sapiens secreted protein, acidic, 
15 cysteine-rich (osteonectin) (SPARC) , mRNA 

CGGGAGAGCGCGCTCTGCCTGCCGCCTGCCTGCCTGCCACTGAGGGTTCCCAGCACCATGAGGGCCTGGA 
TCTTCTTTCTCCTTTGCCTGGCCGGGAGGGCCTTGGCAGCCCCTCAGCAAGAAGCCCTGCCTGATGAGAC 
AGAGGTGGTGGAAGAAACTGTGGCAGAGGTGACTGAGGTATCTGTGGGAGCTAATCCTGTCCAGGTGGAA 
GTAGGAGAATTTGATGATGGTGCAGAGGAAACCGAAGAGGAGGTGGTGGCGGAAAATCCCTGCCAGAACC 
20 ACCACTGCAAAGACGGCAAGGTGTGCGAGCTGGATGAGAAG^ 

CACCAGCTGCCCAGCCCCCATTGGCGAGTTTGAGAAGGTGTGCAGCAATGACAACAAGACCTTCGACTCT 
TCCTGCCACTTCTTTGCCACAAAGTGCACCCTGGAGGGCACCAAGAAGGGCCACAAGCTCCACCTGGACT 
ACATCGGGCCTTGCAAATACATCCCCCCTTGCCTGGACTCTGAGCTGACCGAATTCCCCCTGCGCATGCG 
GGACTGGCTCAAGAACGTCCTGGTCACCCTGTATGAGAGGGATGAGGACAACAACCTTCTGACTGAGAAG 

25 CAGAAGCTGCGGGTGAAGAAGATCCATGAGAATGAGAAGCGCCTGGAGGCAGGAGACCACCCCGTGGAGC 
TGCTGGCCCGGGACTTCGAGAAGAACTATAACATGTACATCTTCCCTGTACACTGGCAGTTCGGCCAGCT 
GGACCAGCACCCCATTGACGGGTACCTCTCCCACACCGAGCTGGCTCCACTGCGTGCTCCCCTCATCCCC 
ATGGAGCATTGCACCACCCGCTTTTTCGAGACCTGTGACCTGGACAATGACAAGTACATCGCCCTGGATG 
AGTGGGCCGGCTGCTTCGGCATCAAGCAGAAGGATATCGACAAGGATCTTGTGATCTAAATCCACTCCTT 

30 CCACAGTACCGGATTCTCTCTTTAACCCTCCCCTTCGTGTTTCCCCCAATGTTTAAAATGTTTGGATGGT 
TTGTTGTTCTGCCTGGAGACAAGGTGCTAACATAGATTTAAGTGAATACATTAACGGTGCTAAAAATGAA 
AATTCTAACCCAAGACATGACATTCTTAGCTGTAACTTAACTATTAAGGCCTTTTCCACACGCATTAATA 
GTCCCATTTTTCTCTTGCCATTTGTAGCTTTGCCCATTGTCTTATTGGCACATGGGTGGACACGGATCTG 
CTGGGCTCTGCCTTAAACACACATTGCAGCTTCAACTTTTCTCTTTAGTGTTCTGTTTGAAACTAATACT 

35 TACCGAGTCAGACTTTGTGTTCATTTCATTTCAGGGTCTTGGCTGCCTGTGGGCTTCCCCAGGTGGCCTG 
GAGGTGGGCAAAGGGAAGTAACAGACACACGATGTTGTCAAGGATGGTTTTGGGACTAGAGGCTCAGTGG 
TGGGAGAGATCCCTGCAGAATCCACCAACCAGAACGTGGTTTGCCTGAGGCTGTAACTGAGAGAAAGATT 
CTGGGGCTGTCTTATGAAAATATAGACATTCTC^CATAAGCCCAGTTCATCACCATTTCCTCCTTTACCT 
TTC^GTGC^GTTTCTTTTCACATTAGGCTGTTGGTTCAAACTTTTGGGAGCACGGACTGTCAGTTCTCTG 

40 GGAAGTGGTCAGCGCATCCTGCAGGGCTTCTCCTCCTCTGTCTTTTGGAGAACCAGGGCTCTTCTCAGGG 
GCTCTAGGGACTGCCAGGCTGTTTCAGCCAGGAAGGCCAAAATCAAGAGTGAGATGTAGAAAGTTGTAAA 
ATAGAAAAAGTGGAGTTGGTGAATCGGTTGTTCTTTCCTCACATTTGGATGATTGTCATAAGGTTTTTAG 
CATGTTCCTCCTTTTCTTCACCCTCCCCTTTGTTCTTCTATTAATCAAGAGAAACTTCAAAGTTAATGGG 
ATGGTCGGATCTCACAGGCTGAGAACTCGTTCACCTCCAAGCATTTCATGAAAAAGCTGCTTCTTATT7VA 

45 TCATACAAACTCTC^CCATGATGTGAAGAGTTTCACZUVATCTTTCAAAATAAAAAGTA 
CTGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 

SEQIDNO:440 

>gi 1 4507171 |ref|*TP_003109.l| secreted protein, acidic, cysteine-rich 
50 (osteonectin); Osteonectin (secreted protein, acidic, cysteine-rich) [Homo 
sapiens] 

MRAWIFFLLCIAGRALAAPQQEALPDETEV^ 

PCQNHHCKHGKVCELDENNTPMCVCQDPTSCPAP IGEFEKVCSNDNKTFDS S CHFFATKCTLEGTKKGHK 
LHLDYIGPCKYIPPCIiDSELTEFPLRMRDWLKNVLVT^ 

55 HPVELLARDFEKiramYIFPVHWQFGQLDQHPIDGYLSHTELAPLRAPL 
IAiDEWAGCFGIKQKDIDKDLVI 
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SEQ ID NO:441 

ssDNA binding protein- 1 

>GL1_4_1_G3F1 Direction: sense 

CTGGCAGACCCTGGCCCAATCCTAACAGTC 

^ACCCCCTGGNTGGTGGCGGTCCTCCAGGAACACCCATTA 

CAACATCTACACAATGATTAATCC^GTGCCGCCTGGAGGCAGCCGGTCCAACTTCCCGATGGGTCCCGGCT^ 
CGGTCCGATGGGCGGCATGGGTGGCATGGAGC CACAC CAC ATGAATGGATCATT AGGGTC AGG CGACATAGACGG 
NCTTCCAAAAAATTCTCCTAACAACATAAGTGGCATTAGCAATCCTCCAGGCACCCCTCGAGATGACGGCGAG 

SEQ ID NO:442 

>GL1_4_1_G3R1 Direction: anti-sense 

CTCGCCGTCATCTCGAGGGGTGCCTGGAGGATTGCTAATGCCACTTATGTTGTTAGGAGAATTTTTTGGAAGTCC 

GTCTATGTCGCCTGACCCTAATGATCCATTCATGTGGTGTGGCTCCATGCCACCCATGCCGCCCATCGGACCGTT 

CGAGCCGGGACCCATCGGGAAGTTGGACCGGCTGCCTCCAGGCGGCACTGGATTAATCATTGTGTAGATGTTGTC 
ACTGGAATTTGTTGAATCTGCGGGAC 

ATAGGTACCAGGTGATGAGGAGGAGTATGGAATTGAGTTAGCACTGTTAGGATTGGGCCAGGGTCTGCCAG 

SEQ ID NO:443 

>GL1_4_2J33F1 Direction: sense 

CTGGCAGACCCTGGCCCAATCCTAACAGTGCTAACTCAATTCCATACTCCTCCTCATCACCTGGTACCTATGTGG 

GACCCCCTGGCTGGTGGCGGTCCTCCAGGAACACCCATTATGCCCAGTCCCGCAGATTCAACAAA 

AACATCTACACAATGATTAATCCAGTGCCGCCTGGAGGCAGCCGGTCCAACTTCCCGATGGGTCCCGGCTCGAAC 

GGTCCGATGGGCGGCATGGGTGGCATGGAGCCACACCACATGAATGGATCATTAGGGTCAGGCGACATAGACGGA 

CTTCCAAAAAATTCTCCTAACAACATAAGTGGCATTAGCAATCCTCCAGGCACCCCTCGAGATGACGGCGAG 

SEQ ID NO:444 

>GL1_4__2_G3R1 Direction: anti -sense 

CTCGNCGATCATCTCNAGGGGTGCCTGTAAGGATNGC^TAAGTGCCACTTATGTTGTNAGGAGAATTTTTTGGAA 
GTCCGTCTATGTCGCCTGACCCTAATGATCCATTCATGTGGTGTGGCTCCATGCCACCCATGCCGCCCATCGGAC 
CGTTCGAGCCGGGACCCATCGGGAAGTTGGACCGGCTGCCTCCAGGCGGCACTGGATTAATCATTGTGTAGATGT 
TGTCACTGGAATTTGTTGAATCTGCGGGACTGGGCATAATGGGTGTTCCTGGAGGACCGCCACCACCAGGGGGTC 
CCACATAGGTACCAGGTGATGAGGAGGAGTATGGAATTGAGTTAGCACTGTTAGGATTGGGGCAGGGTCTGCCAG 

SEQIDNO:445 

>gi | 21314683 | ref |NM_018070 . 2 | Homo sapiens single stranded DNA bindinq 
protein 3 (SSBP3) , mRNA 

CCGCGGCCGGGGCTGACGCTTTGACAGCTGGAAAGAGCGCGGAGCCAGCGCCTGGGGGGGAGGGAGGGGA 
GCGCGGCGAGGAGAGCGCCAGCGAGCGAGAGAGCGAGCGAGCGCCGGGGAGGGGGCCGGGAGCGAGGGGC 
AGCTCGGGAGAGCCGGAGCGGTAGCGGCGGCGGCGGCGGCGGCGGCGAGGCTCGGCGCCCTCTTCCCTGC 
AAACCATGTTTGCCAAAGGCAAAGGCTCGGCGGTGCCCTCGGATGGGCAGGCTCGGGAAAAGTTAGCTTT 
ATACGTCTACGAATATTTACTGCACGTAGGAGCACAGAAATCTGCACAGACCTTCTTATCGGAGATTCGA 
TGGGAAAAAAACATCACGTTGGGAGAACCGCCTGGGTTTTTGCACTCGTGGTGGTGTGTATTTTGGGACC 
TTTACTGTGCAGCTCCTGAAAGGAGAGACACTTGTGAACATTCAAGTGAAGCAAAAGCCTTTCATGATTA 
TAGTGCAGCAGCTGCCCCGAGCCCCGTGCTTGGCAACATTCCCCCCAACGATGGGATGCCGGGAGGCCCC 
ATCCCGCCAGGTTTCTTTCAGGGTCCTCCGGGGTCACAGCCCTCGCCGCACGCACAGCCTCCACCTCACA 
ATCCTAGCAGCATGATGGGACCCCACAGTCAGCCTCCGGGAGGAGTTCCTGGGACACAGCCATTGCTGCC 
CAATTCTATGGATCCCACACGACAACAAGGCCACCCC^CATGGGAGGATC^TGCAGAGAATGAACCCT 
CCCCGAGGCATGGGGCCCATGGGTCCCGGCCCACAGAATTACGGCAGCGGCATGAGACCACCACCCAACT 
CCCTCGGCCCCGCCATGCCCGGGATTAACATGGGCCCGGGAGCTGGCAGACCCTGGCCCAATCCTAACAG 
TGCTAACTCAATTCCATACTCCTCCTCATCACCTGGTACCTATGTGGGACCCCCTGGTGGTGGCGGTCCT 
CCAGGAACACCCATTATGCCCAGTCCCGCAGATTCAACAAATTCCAGTGACAACATCTACACAATGATTA 
ATCCAGTGCCGCCTGGAGGCAGCCGGTCCAACTTCCCGATGGGTCCCGGCTCGGACGGTCCGATGGGCGG 
CATGGGTGGCATGGAGCCACACCACATGAATGGATCATTAGGGTCAGGCGACATAGAC 

AATTCTCCTAACAACATAAGTGGCATTAGCAATCCTCCAGGCACCCCTCGAGATGACGGCGAGCTAGGAG 

GGAACTTCCTCCACTCCTTTCAGAACGACAATTATTCTCCAAGCATGACGATGAGTGTGTGATCCCCCCT 

TCTCCGAGACGCTGAGAGAGCAGGCATTGCAGGCGGGAAGATGCCAGAAATTATGCAAGAAGTGAGGTGT 

CATTATCCAGGAGCTGGTGGGGAGGGCATCTCCCTGCTCCCCTCAACCCCCTCCCACCCCATCCACGCCC 

CCTACCTTTCCCAATTTTAGTTTCATGCAATAAAAAGGCCAAACTTTTTAT 

AAAAAAAAAAAAAAAAAAAAA 
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SEQ ID NO:446 

>gi | 21314684 | ref |NP_060540 . 2 | single stranded DNA binding protein 3; 
sequence-specific s ingle -stranded-DNA-binding protein [Homo sapiens] 
MFAKGKGSAVPSDGQAREKLALYVYEYIjIiHV^ 

CAAPERRDTCEHSSEAKAFHDYSAAAAPSPVLGNIPPNDGMPGGPIPPGFFQGPPGSQPSPHAQPPPHNP 
SSMMGPHSQPPGGVPGTQPLLPNSMDPTRQQGHPNMGGSMQRMNPPRGMGPMGPGPQNYGSGMRPPPNS 
GPAMPGINMGPGAGRPWPNPNSANS I PYS S S S PGTYVGPPGGGGPPGTP IMPS PADS TNSSDNIYTMINP 

VPPGGSRSNFPMGPGSDGPMGGMGGMEPHHMNGSLGSGDIDGLPKNTSPNNISGISNPPGTPRDDGELGGN 
FLHSFQNDNYSPSMTMSV 

SEQIDNO:447 

SUMO-specif ic protease-1 (SUSP-1) 
>G3_1_41_PCR_G3F1 Direction: sense 

GGAGTCGTGGGCCGAGAGGAACCGGraCCCGGGAAGCGCCGTCGTCGTCGTCGCCGGTCGCGTTCCCCCGGAGAGG 
CCTGAGAAGCTCCGGGCCGCGGGCCTCGCTGCCCGCCAGCCCGCGGACAGGCCCGGGCGCGCCTGGCCTGCCTTT 
GTATAGGCCCGTCTGAACGTGGGAGCGCAGCCCGCCTGACGGCTGAGCCCGAGGCCCGCAACCCTGCGGCGTCTA 
CCCTCCTCCGGCGCGGCCCCTCATCCCGGCGAGCACGGCGGCGGTGTGGGCCATGGATTAAGAAGGAGGCGGCGT 
GGGAGGAGGAAGATGGCGGCCGGCAAGAGCGGCGGTAGCGCAGGGGAGATTACTTTTCTGGAAGCTTTGGCTAGA 
TCAGAGTCTAAGAGAGATGGAGCCGCAGAACCAGCACAGTGGTTAGATGATAAGCGGCCGCTCGACTAGTTCT 

SEQ ID NO:448 

>GL3_1.41_AJVI13F Direction: sense 

GGGCGGTGGATGGGGAGTCGTGGGCCGAGAGGAACCGGGCCCGGGAAGCGCCGTCGTCGTCGTCGCCGGTCGCGT 

TCCCCCGGAGAGGCCTGAGAAGCTCGGGCCGCGGGCCTCGCTGCCCGCCAGCCCGCGGACAGGCCCGGGCGCGCC 

TGGCCTGCCTTTGTATAGGCCCGTCTGAACGTGGGAGCGCAGCCCGCCTGACGGCTGAGCCCGAGGCCCGCAACC 

CTGCGGCGTCTACCCTCCTCCGGCGCGGCCCCTCATCCCGGCGAGCACGGCGGCGGTGTGGGCCATGGATTAAGA 

AGGAGGCGGCGTGGGAGGAGGAAGATGGCGGCCGGCAAGAGCGGCGGTAGCGCAGGGGAGATTACTTTTCTGGAA 

GCTTTGGCTAGATCAGAGTCTAAGAGAGATGGAGCCGCANAACCAGCACAGTGGTTAGATAGATAAAGCGGCCGC 

TCGACTAGTCTGAGGTCTGATACTCACTGACTGTCGTAAGGGCGAATTCCAGCACACTGGCGGCCGTTACTAGTG 

GATCCGAGCTCGGTACCAAGCTTGGCGTAATCATGGTCATAGCTGTTTCCTGTTGTGAAATTGTTATCCGCTCAC 
AATTCCACACAACA 

SEQIDNO:449 

>GIi3_1.41_A_M13R Direction: anti-sense 

ATCACTAGTAACGGCCGCCAGTGTGCTGGAATTCGCCCTTACGACAGTCAGTGAGTATCAGACCTCAGACTAGTC 

GAGCGGCCGCTTTATCTATCTAACCACTGTGCTGGTTCTGCGGCTCCATCTCTCTTAGACTCTGATCTAGCCAAA 

GCTTCCAGAAAAGTAATCTCCCCTGCGCTACCGCCGCTCTTGCCGGCCGCCATCTTCCTCCTCCCACGCCGCCTC 

CTTCTTAATCCATGGCCCACACCGCCGCCGTGCTCGCCGGGATGAGGGGCCGCGCCGGAGGAGGGTAGACGCCGC 

AGGGTTGCGGGCCTCGGGCTCAGCCGTCAGGCGGGCTGCGCTCCCACGTTCAGACGGGCCTATACAAAGGCAGGC 

CAGGCGCGCCCGGGCCTGTCCGCGGGCTGGCGGGCAGCGAGGCCCGCGGCCCGAGCTTCTCAGGCCTCTCCGGGG 

GAACGCGACCGGCGACGACGACGACGGCGCTTCCCGGGCCCGGTTCCTCTCGGCCCACGACTCCCCATCCACCGC 
CC 

SEQ ID NO:450 

>GL3_1.41_Bjyil3F Direction: sense 

GGGCGGTGGATGGGGAGTCGTGGGCCGAGAGGAACCGGGCCCGGGAAGCGCCGTCGTCGTCGTCGCCGGTCGCGT 

TCCCCCGGAGAGGCCTGAGAAGCTCGGGCCGCGGGCCTCGCTGCCCGCCAGCCCGCGGACAGGCCCGGGCGCGCC 

TGGCCTGCCTTTGTATAGGCCCGTCTGAACGTGGGAGCGCAGCCCGCCTGACGGCTGAGCCCGAGGCCCGCAACC 

CTGCGGCGTCTACCCTCCTCCGGCGCGGCCCCTCATCCCGGCGAGCACGGCGGCGGTGTGGGCCATGGATTAAGA 

AGGAGGCGGCGTGGGAGGAGGAAGATGGCGGCCGGCAAGAGCGGCGGTAGCGCAGGGGAGATTACTTTTCTGGAA 

GCTTTGGCTAGATCAGAGTCTAAGAGAGATGGAGCCGCAGAACCAGCACAGTGGTTAGATAGATAAAGCGGCCGC 

TCGACTAGTCTGAGGTCTGATACTC^CTGACTGTCGAAGGGCGAATTCCAGCACACTGGCGGCCGTTACTAGTGG 

ATCCGAGCTCGGTACCAAGCTTGGCGTAATCATGGTCATAGCTGTTTCCTGTGTGAAATTGTNATCCGCTCACAA 
TTCCACACAACATACGAGCCGGAAGCAT 

SEQIDNO:451 

>GL3_1.41_B_M13R Direction: anti-sense 

CGGAT(^CTAGTAACGGCCGCCAGTGTGCTGGAATTCGCCCTTCGACAGTCAGTGAGTATCAGACCTCAGACTAG 

TCGAGCGGCCGCTTTATCTATCTAACCACTGTGCTGGTTCTGCGGCTCCATCTCTCTTAGACTCTGA 

AAGCTTCCAGAAAAGTAATCTCCCCTGCGCTACCGCCGCTCTTGCCGGCCGCCATCTTCCTCCTCCCACGCCGCC 
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TCCTTCTTAATCCATGGCCCACACCGCCGCCGTGCTCGCCGGGATGAGGGGCCGCGCCGGAGGAGGGTAGACGCC 
GCAGGGTTGCGGGCCTCGGGCTCAGCCGTC^GGCGGGCTGCGCTCC^ 

GCCAGGCGCGCCCGGGCCTGTCCGCGGGCTGGCGGGCAGCGAGGCCCGCGGCCCGAGCTTCTCAGGCCTCTCCGG 

GGGAACGCGACCGGCGACGACGACGACGGCGCTTCCCGGGCCCGGTTCCTCTCGGCCCACGACTCCCCATCCACC 
5 GCCC 

SEQIDNO:452 

>GL3_1.41_Cjyil3F Direction: sense 

GGGCGGTGGATGGGGAGTCGTGGGCCGAGAGGAACCGGGCCCGGGAAGCGCCGTCGTCGTCGTCGCCGGTCGCGT 
10 TCCCCCGGAGAGGCCTGAGAAGCTCGGGCCGCGGGCCTCGCTGCCCGCCAGCCCGCGGACAGGCCCGGGCGCGCC 
TGGCCTGCCTTTGTATAGGCCCGTCTGAACGTGGGAGCGCAGCCCGCCTGACGGCTGAGCCCGAGGCCCGCAACC 
CTGCGGCGTCTACCCTCCTCCGGCGCGGCCCCTCATCCCGGCGAGCACGGCGGCGGTGTGGGCCATGGATTAAGA 
AGGAGGCGGCGTGGGAGGAGGAAGATGGCGK3CCGGCAAGAGCGGCGGTAGCGCAGGGGAGATTACTTTTCTGGAA 
GCTTTGGCTAGATCAGAGTCTAAGAGAGATGGAGCCGCAGAACCAGCACAGTGGTTAGATAGATAAAGCGGCCGC 
15 TCGACTAGTCTGAGGTCTGATACTCAGTGACTGTCGTAAGGGCGAATTCCAGCACACTGGCGGCCGTTACTAGTG 
GATCCGAGCTCGGTACCAAGCTTGGCGTAATCATGGTCATAGCTGTTTCC 

SEQ ID NO:453 

>GL3_1.41_CJVI13R Direction: anti- sense 

20 GCTCGGATCACTAGTAACGGCCGCCAGTGTGCTGGAATTCGCCCTTACGACAGTCAGTGAGTATCAGACCTCAGA 
CTAGTCGAGCGGCCGCTTTATCTATCTAACCACTGTGCTGGTTCTGCGGCTCCATCTCTCTTAGACTCTGATCTA 
GCCAAAGCTTCCAGAAAAGTAATCTCCCCTGCGCTACCGCCGCTCTTGCCGGCCGCCATCTTCCTCCTCCCACGC 
CGCCTCCTTCTTAATCCATGGCCCACACCGCCGCCGTGCTCGCCGGGATGAGGGGCCGCGCCGGAGGAGGGTAGA 
CGCCGCAGGGTTGCGGGCCTCGGGCTCAGCCGTCAGGCGGGCTGCGCTCCCACGTTCAGACGGGCCTATACAAAG 

25 GCAGGCCAGGCGCGCCCGGGCCTGTCCGCGGGCTGGCGGGCAGCGAGGCCCGCGGCCCGAGCTTCTCAGGCCTCT 

CCGGGGGAACGCGACCGGCGACGACGACGACGGCGCTTCCCGGGCCCGGTTCCTCTCGGCCCACGACTCCCCATC 
CACCGCCC 

SEQ ID NO:454 
30 >GL3_1.41_DJVI13F Direction: sense 

GGGCGGTGGATGGGGAGTCGTGGGCCGAGAGGAACCGGGCCCGGGAAGCGCCGTCGTCGTCGTCGCCGGTCGCGT 
TCCCCCGGAGAGGCCTGAGAAGCTCGGGCCGCGGGCCTCGCTGCCCGCCAGCCCGCGGACAGGCCCGGGCGCGCC 
TGGCCTGCCTTTGTATAGGCCCGTCTGAACGTGGGAGCGCAGCCCGCCTGACGGCTGAGCCCGAGGCCCGCAACC 
CTGCGGCGTCTACCCTCCTCCGGCGCGGCCCCTCATCCCGGCGAGCACGGCGGCGGTGTGGGCCATGGATTAAGA 
35 AGGAGGCGGCGTGGGAGGAGGAAGATGGCGGCCGGCAAGAGCGGCGGTAGCGCAGGGGAGATTACTTTTCTGGAA 
GCTTTGGCTAGATCAGAGTCTAAGAGAGATGGAGCCGCAGAACCAGCACAGTGGTTAGATAGATAAAGCGGCCGC 
TCGACTAGTCTGAGGTCTGATACTCACTGACTGTCGTAAGGGCGAATTCCAGCACACTGGCGGCCGTTACTAGTG 
GATCCGAGCTCGGTACCAAGCTTGGCGTAATCATGGTCATAGCTGTTTCCTGTGTGAAATTGTTATCCG 

40 SEQ ID NO:455 

>GL3_1.41_D_M13R Direction: anti-sense 

GATCACTAGTAACGGCCGCCAGTGTGCTGGAATTCGCCCTTACGACAGTCAGTGAGTATCAGACCTCAGACTAGT 

CGAGCGGCCGCTTTATCTATCTAACCACTGTGCTGGTTCTGCGGCTCCATCTCTCTTAGACTCTGATCTAGCCAA 

AGCTTCCAGAAAAGTAATCTCCCCTGCGCTACCGCCGCTCTTGCCGGCCGCCATCTTCCTCCTCCCACGCCGCCT 

45 CCTTCTTAATCCATGGCCCACACCGCCGCCGTGCTCGCCGGGATGAGGGGCCGCGCCGGAGGAGGGTAGACGCCG 

CAGGGTTGCGGGCCTCGGGCTCAGCCGTCAGGCGGGCTGCGCTCCCACGTTCAGACGGGCCTATACAAAGGCAGG 

CCAGGCGCGCCCGGGCCTGTCCGCGGGCTGGCGGGCAGCGAGGCCCGCGGCCCGAGCTTCTCAGGCCTCTCCGGG 

GGAACGCGACCGGCGACGACGACGACGGCGCTTCCCGGGCCCGGTTCCTCTCGGCCCACGACTCCCCATCCACCG 
CCC 

50 

SEQ ID NO:456 

>gi| 7662311 |ref | NM_015571 . 1 1 Homo sapiens SUMO- 1- specific protease (SUSP1) 
mRNA 

ATGGCGGCCGGCAAGAGCGGCGGTAGCG(^GGGGAGATTACTTTTCTGGAAGCTTTGGCTAGATCAGAGT 
55 CTAAGAGAGATGGAGGTTTTAAAAATAATTGGAGCTTTGATC^TGAAGAAGAAAGTGAAGGAGATACAGA 
TAAAGATGGGACAAATCTGCTCAGTGTGGATGAAGATGAGGATTCTGAAACCTCAAAAGGAAAAAAGTTA 
AATCGTCGATCTGAAATTGTTGCTAATAGCTCTGGTGAATT 
AGTCTGAAAGTTTTAAAACTTTGAAAGGCAACCCAATTC^ 

GAGTGAAAATATGCAAAATACGTCATTATGTTCTGGAACTGTAGTTCATGGTAGACGTTTTCATCATGCT 
60 CATGCACAGATACCAGTAGTAAAAACAGCAGCCCAAAGCAGTCTGGACCGAAAAGAAAGGAAA 
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CACCTCATGTCCAAAAAGTTGAAATTAATCCTGTAAGGTTAAGTCGGCTCCAAGGTGTTGAACGTATAAT 

GAAGAAAACAGAAGAGTCCGAATCACAAGTGGAGCCTGAAATTAAGAGGAAAGTACAACAGAAACGGCAC 

TGTAGTACCTATCAGCCTACTCCTCCTCTATCTCCTGCTTCAAAAAAATGTTTAACCCATTTAGAGGATT 

TGCAAA.GAAATTGCAGACAAGCTATTACTTTGAATGAGTCTACTGGACCATTATTAA.GAACGTCAATTCA 

TGAGAATTCTGGAGGAGAGAA.GTCACAAAA.CACAGGATTAA.CAACCAA.GAAGTTTTATGGCAACAA 

GAAAAGGTTCCAATTGATATTATTGTGAATTGTGATGACAGTAAACACACTTATTTACAGACTAATGGAA 

AAGTCATTTTACCTGGGGCAAAAATACCCAAAATCACAAACTTGAAAGAAAGGAAAACAAGTTTGTCAGA 

CCTAAATGATCCAATCATTTTGTCCAGTGATGATGATGATGACAACGACAGAACTAACAGAAGAGAAAGC 

ATATCTCCTCAGCCTGCTGATTCAGCATGTTCTTCCCCTGCACCATCCACTGGAAAAGTAGAAGCAGCAC 

TAAATGAAAATACTTGCAGAGCAGAGCGTGAACTACGAAGCATTCCAGAAGACTGAGAGTTAAATACAGT 

TACATTGCCAAGAAAAGCAAGAATGAAAGACCAGTTTGGCAATTCTATTATCAACACACCTCTGAAACGT 

CGTAAAGTGTTTTCTCAAGAACCTCCAGATGCTO 

T1TTAAACTGTCGAAGTATACGAGTAGGAACACTCTTCCGGCTGTTAATAGAGCCTGTAATTTTTTGTTT 

AGATTTTATCAAGATACAGCTAGACGAACCAGACCATGATCCTGTAGAGATTATATTAAATACCTCTGAT 

CTAACTAAATGTGAATGGTGTAATGTCCGAAAATTACCTGTAGTGTTTCTTCAAGCAATTCCAGCAGTTT 

ATC^VAAAGCTGAGCATCCAACTGCAAATGAATAAGGAGGATAAAGTTTGGAATGATTGTAAAGGAGTAAA 

TAAATTAACAAATTTAGAAGAACAATATATAATTTTAATTTTTCAAAATGGCCTTGATCCTCCGGCAAAT 

ATGGTATTTGAAAGTATCATTAATGAAATTGGTATAAAGAATAACATCTCCAATTTT1TTGCGAAAATTC 

CCTTTGAAGAAGCTAATGGCAGACTTGTTGCCTGTACAAGAACCTATGAAGAGAGCATCAAAGGAAGTTG 

TGGGCAAAAGGAAAACAAAATTAAAACTGTATCATTTGAATCTAAAATACAACTTAGAAGCAAACAAGAA 

TTTCAGTTTTTTGATGAAGAAGAAGAAACTGGAGAAAACCACACCATCTTCATTGGCCCAGTAGAAAAGT 

TGATAGTATATCCACCACCTCCAGCTAAGGGAGGCATCTCTGTTACCAATGAGGACCTGCACTGTCTAAA 

TGAAGGAGAATTTTTAAATGATGTTATTATAGACTTTTATTTGAAATACTTGGTGCTTGAAAAACTGAAG 

AAGGAAGACGCTGACCGAATTC^TATATTC^GTTCTTTTTTCTATAAACGCCTTAATCAGAGAGAGAGGA 

GAAATCATGAAACAACTAATCTGTCAATACAGC^AAAACGGCATGGGAGAGTAAAAACATGGACCCGGCA 

CGTAGATATTTTTGAGAAGGATTTTATTTTTGTACCCCTTAATGAAGCTGCACACTGGTTTTTGGCTGTT 

GTTTGTTTCCCCGGTTTGGAAAAACCAAAGTATGAACCTAATCCTCATTACCATGAAAATGCTGTCATAC 

AGAAATGTTC^CTGTAGAGGACAGTTGTATTTCTTCTTCAGCCAGTGAAATGGAGAGTTGTTCACAAAA 

CTCTTCTGCCAAGCCTGTAATTAAGAAGATGCTAAACAAAAAACATTGCATAGCTGTAATTGATTCCAAT 

CCTGGGCAGGAAGAAAGTGACCCTCGTTATAAGAGAAACATATGCAGTGTAAAATACAGTGTGAAAAAAA 

TAAATCATACTGCGAGTGAAAATGAAGAATTCAATAAAGGAGAATCTACATCCCAGAAAGTTGCTGATAG 

GACTAAAAGTGAGAATGGCCTACAGAATGAAAGTTTAAGTTCCACACATCATACAGATGGCTTAAGCAAA 

ATCAGACTAAACTATAGCGATGAATCACCTGAAGCTGGTAAAATGCTTGAAGATGAACTCGTCGACTTCT 

CAGAAGATCAGGATAACCAGGATGATAGCAGTGACGATGGATTCCTCGCTGATGACAACTGCAGTTCAGA 

AATAGGACAGTGGCATTTAAAGCCTACTATCTGTAAACAACCTTGTATCCTACTTATGGACTCACTCCGA 

GGCCCTTCTCGGTCAAATGTTGTCAAAATTTTAAGAGAGTATTTAGAAGTGGAATGGGAAGTTAAAAAAG 

GAAGCAAAAGAAGTTTTTCCAAAGATGTTATGAAGGGCTCTAATCCAAAAGTACCACAGCAAAACAACTT 

CAGTGACTGTGGTGTATATGTATTGCAGTATGTAGAGAGCTTTTTTGAGAATCCAATTCTCAGTTTTGAA 

CTACCTATGAATTTGGCAAACTGGTTTCCTCCACCAAGAATGAGAACAAAAAGAGAAGAAATCCGAAACA 

TAATTCTGAAGCTACAGGAAGATCAGAGCAAAGAGAAAAGAAAGCATAAGGACACTTACTCAACAGAAGC 

ACCTTTAGGCGAAGGAACAGAACAATGTGTCAATAGTATCTCAGATTGACCATTTCTGTTACTTGTCATT 

TCTACTTTCAGAAACTAAATGACTTTCAAATTTGGGTATAGACAATAAAGAACTGAAGTGCTCACTACTC 

AGTGATTTGGAAATTTTGATGCTTGTATAAATGTCAGATAATTAATTTCCAAAGGCGTATGTATTAAGTA 

AAAGTCTGTAAATATGTTAATGAGGCCAATTTTTCCAGCATTTATAATTATTTTTTTCACTTGTTAGGAA 

GCTTTTGTTATGTATTTTCTGTTAATAGTACCTAAAATTGCAACTTCTAAACCCAAATAAAAAGAAAATA 

TTTATAGGAGGAAATGATTAATTTGATATTCTTTAGTGAACTTGTTTAATTCCTCAGTGGGTGTGACATA 

T1TCATGGGAATATTCAAATATCTATGGTAATATTTTGACCCTTTATATTTGTTCTAAAATAAGTCAAAA 

TGTGAAAATAATATTAAATCTAAGATATTTTGAACTAAGCATCTTTATATGCTTGTGTAACAGGAACAAA 

GTAACAGCCTTTCAATTCATATACTGCCTTGTGTTCAGTGAACCCAAGAAATGTAATAAATATTTGTAAT 

TTTACACAAATATTTAAGAGGAAAGAGTATTAAGAGCAATTCAAAAAAAGTAACCTTATACTACTAAAAA 

AAAAATTCTTGCATATATTATCATCAAATGCATTTTTGAAGACATCAAAGACTCAGGTTAAAACTATTTT 

GGTAAGTGCAGCTTGAATTTO^TATCCCGTGTTACCTTTCTCTATTACAGCTTAAAGTATGCTACAAT 
J^^^A^ 

SEQ ID NO:457 

>g H3!f 2312|ref |NP - 056386 - 1 ' SUMO-l-specific protease [Homo sapiens] 
MAAGKSGGSAGEITFLEAXJUiSESKRDGGFKNNWSFDHEBESEGDTDKDGTm.LSVDEDEDSETSKGKKL 
NRRSE I VANS SGEFILKTYVRRNKSES FKTLKGNP I GLNMIiSNNKKLSENMQNTSLCS GTWHGRRPHHA 

HAQIPVVKTAAQSSIjDRKERKEYPPHVQKVEINPVRLSRLQGVERIMKKTEESESQVEPEIKRKVQQKRH 
CSTYQPTPPLSPASKKCLTHLEDLQIWCRQAITLNESTGPLLRTSIHQNSGGQKSQNTGLTTKKPYGNNV 



112 



WO 2004/019893 




'CT/US2003/027523 



EK\^IDIIVNCDDSKHTYLQTNGKVILPGAKI 

IS PQPADS ACS S PAP S TGKVEAALNENTCRAERELRS I PEDSELNTVTLPRKARMKDQFGNS I INTPLKR 
RKVFSQEPPDALALSCQSSFDSVILNCRSIRVGTLFRL^ 
LTKCEWOTVRKLPVVFLQAIPAVYQKLSI^ 
5 MVFESIINEIGIKNNISNFFAKIPFEEANGRLVACT 

FQFFDEEEETGENHTIFIGPV^KLIWPPPPAKGGISVTNEDLHCLNEGEFI^ 

KEDADRIHI FS S FF YKRLNQRERRNHETTNLS IQQKRHGRVKTWTRHVDI FEKDF IFVPLNEAAHWFIjAV 
VCFPGLEKPKraPNPHYHENAVIQKCSTVEDSCISSSASEIV^ 
PGQEESDPRYKRNICSVKYSVKKINHTASENEEra^ 
1 0 IRLNYSDES PE AGKMLEDELVDFS EDQDNQDDS SDDGFLADDNCS SE IGQWHLKPT I CKQPC ILLMDSIiR 
GPSRSimTCILREYLEVEWEVKKGSKRSFSKDVMKG 

LPMNLANWFPPPRMRTKREEIRNIILKLQEDQSKEKRKHKDTYSTEAPLGEGTEQCVNSISD 

SEQIDNO:458 
15 Synaptophysin homologue (pantophysin) 
>GL2_71_G03_G3F1 Direction: sense 

ACAGGAACACAAAGACTGCAAAGGTAACATAGAATTGTGCAGAAGAAGAGTAATCGCCTATGAGGACGTAATCOT 
TCCAATTTACATCACATATGTTTACACCTGGAGGTGGCTGAAATGATGCCTCATTCAACCTGAATGGATAACCAA 
AAGTAGCTGTAACAGTTTTATTCTCAGTAACTGCAGGAGGACAATTCACTTGAATTTCTGTTTGGCCCTTAAAAC 
20 CTCCACAGGTGGCAAAAGCAAAGATAGAAGCAATCCACTCGAGGACCTTGATGAAGCCGAGTGGCTCCTTGAGCG 
GGTTGAGGTTGATCTGGAAGCCGCCGCAGGACCCAGCGCAGTGGTTAGATAGATAAAGCGACCGCTCGACTAGTC 
TGAGGTCTGATACTCACTGACTGTCGTAAGGGCGAATTCGTTTAAACCTGCAGGACTAGTCCCTTTAGTGAGGGT 
TAATTCTGAGCTTGGCGTAATCATGGTCATAGCTGTTTCCT^ 

ACATACGAGCCGGAAGCATAAAGTGTAAAGCCTGGGGTGCCTAATGAGTGAGCTAACTCACATTAATTTGCGTTG 

25 CGCTCACTGGCCGCTTTCCAGTCGGGAAAACC 

NAGAGGNCGGGGTAGCGTNAATAGGGGGCGGCCCCTTACCCGGTTTCCTCCCGCTCANTTGAATCCGCTTGGCCC 

CGGGCG 

SEQIDNO:459 

30 >GL2_71_G04_G3F1 Direction: sense 

ACAGGAACACAAAGACTGCAAAGGTAACATAGAATTGTGCAGAAGAAGAGTAATCGCCTATGAGGACGTAATCTT 
TCCAATTTACATCACATATGTTTACACCTGGAGGTGGCTGAAATGATGCCTCATTCAACCTGAATGGATAACCAA 
AAGTAGCTGTAACAGTTTTATTCTCAGTAACTGCAGGAGGACAATTCACTTGAATTTCTGTTTGGCCCTTAAAAC 
CTCCACAGGTGGCAAAAGCAAAGATAGAAGCAATCCACTCGAGGACCTTGATGAAGCCGAGTGGCTCCTTGAGCG 

35 GGTTGAGGTTGATCTGGAAGCCGCCGCAGGACCCAGCGCAGTGGTTAGATAGATAAAGCGACCGCTCGACTAGTC 
TGAGGTCTGATACTCACTGACTGTCGTAAGGGCGAATTCGTTTAAACCTGCAGGACTAGTCCCTTTANTGAGGGT 
TAATTCTGAGCTTGGCGTAATCATGGTCATAGCTGTTTCCTGTGTGAAATTGTTATCCGCTCACAATTCCACACA 
ACATACGAGCCGGAAGCATAAAGTGTAAAGCCTGGGGTGCCTTAATGAGTTGAGCTAACTCACATTTAATTTGCG 
TTTGCGCTCACTTGGGCCGCTTTCCAGGTTCGGGGAAAAACTGTCGTGCCCAGTTGCTTAATGAATCGGGCAACG 

40 CGCGGGGGAGAGGCGGTGGGTATNG 

SEQ ID NO:460 

>GL2_71_G05_G3F1 Direction: sense 

ACAGGAACACAAAGACTGCAAAGGTAACATAGAATTGTGCAGAAGAAGAGTAATCGCCTATGAGGACGTAATCTT 
45 TCCAATTTAGATCACATATGTTTAC^CCTGGAGGTC 
AAGTAGCTGTAACAGTTTTATTCTCAGTA 

CTCCACAGGTGGCAAAAGCAAAGATAGAAGCAATCCACTCGAGGACCTTGATGAAGCCGAGTGGCTCCTTGAGCG 
GGTTGAGGTTGATCTGGAAGCCGCCGCAGGACCCAGCACAGTGGTTAGATAGATAAAGCGGCCGCTCGACTAGTC 
TGAGGTCTGATACTCACTGACTGTCGTAAGGGCGAATTCGCGGCCGCTAAATTCAATTCGCCCTATAGTG 

50 

SEQIDNO:461 

>GL2_J71__G06_G3F1 Direction: sense 

ACAGGAACACAAAGACTGCAAAGGTAACATAGAATTGTGCAGAAGAAGAGTAATCGCCTATGAGGACGTAATCTT 
TCCAATTTACATCACATATGTOTACACCTGGAGGTGGC 
55 AAGTAGCTGTAACAGTTTTATTCTCAGTAACTGCAGG 

CTCCACAGGTGGCAAAAGCAAAGATAGAAGCAATCGACTCGAGGACCOT 

GGTTGAGGTTGATCTGGAAGCCGCCGCAGGACCCAGCACAGTGGTTAGATAGATAAAGCGGCCGCTCGACTAGTC 
TGAGGTCTGATACTCACTGACTGTCGTAAGGGCGAATTCGCGGC^ 

TATTACAATTCACTGGCCGTCGTTTTACAACGTCGTGACTGGGAAAACCCTGGCGTTACCCAACTTAA 
60 GCAGCACATCCCCCTTTCGCCAGCTGGCGTAATAGCGAAGAGGCCCGACCGATCGCCCTTCCCAACAGTTGCGCA 
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GCCTATACGTACGGCAGTTTAAGGTTTTACNACC^ 
AGAGTGATATTT ATTTGGAAC C C CGGGGAAAGAAT 

SEQIDNO:462 

5 >gi|5803184|ref |NMJ)06754 . 1 1 Homo sapiens synaptophy sin -like protein 
(SYPL) , mRNA 

TGAACCGAGGCAAGGGGGCGCGGCGCACGCAGTATGGCGCCCAACATCTACTTGGTTCGCCAGCGGATCA 
GTCGACTCGGCCAGAGGATGTCCGGCTTCCAGATCAACCTCAACCCGCTGAAGGAGCCACTCGGCTTCAT 
CAAGGTCCTCGAGTGGATTGCTTCTATCTTTGCTTTTGCCACCTGTGGAGGTTTTAAGGGCCAAACAGAA 

10 ATTCAAGTGAATTGTCCTCCTGCAGTTACTGAGAATAAAACTGTTACAGCTACTTTTGGTTATCCATTCA 
GGTTGAATGAGGCATCATTTCAGCCACCTCCAGGTGTAAAC^TATGTGATGTAAATTGGAAAGA 
CCTCATAGGCGATTACTCTTCTTCTGCACAATTCTATGTTACCTTTGCAGTCTTTGTGTTCCTGTACTGC 
ATTGCTGCCCTTCTGCTTTATGTTGGCTACACGAGTCTGTATCTGGATAGTCGTAAACTTCCTATGATAG 
ACTTTGTTGTTACACTTGTTGCCACTTTTTTGTGGTTGGTGAGCACTTCAGCCTGGGCTAAAGCTCTGAC 

1 5 AGATATTAAAATAGCTACTGGTCACAATATTATTGATGAACTTCCGCCTTGTAAGAAGAAAGCAGTACTG 
TGTTACTTTGGCTCTGTGACCAGTATGGGATCCCTAAATGTATCTGTGATATTTGGCTTTCTAAATATGA 
TACTCTGGGGAGGAAATGCTTGGTTTGTGTACAAGGAGACCAGCCTACACAGTCCATCAAATACATCTGC 
CCCTCATAGCCAAGGAGGTATTCCACCTCCTACCGGAATATAATTAAAGGGAGAAATACACTGTATGAAG 
TATATGTTGATACTATGACATGTTGCCAACACCTTGAGAAGCATTATTTGTTTCTAATAAAAGTAATGGC 

20 TTTGTCAATATATTGGTGGGTTTAAAACTTTGCTGCTTTTTTACATAAAGCCTGTGCCTTTCCTAGAA 

TTAAGATGTAAATGTATTCTCACATGTAAATTTGAAAGTTCAGGGGTCTATTATGAAATGGATTACACAT 
TTTAAATGAACCC^TAATTTTTTTCACTAAAGCTGTTTGCCCTCCAAAGTGTTTACACCTAAGCCT 
TGTATCGCTCATTCAGAAAACTGTTATATTGTCATACCATAGTAGGAAGAAAAACCTTTATTTGGAATAT 
ACACTACTGTAAGTTTGTACAGATCATATACCTACCACCTGTCTTTGCTTAAAGAGCCTTGATTACATAA 

25 ATATGTAGGAAAAAACATATTGAGTTCAAAATTTATA 

TGCAAAGACTAGGTGTATATTTTTTTCTGTTTTTCTAAATGACCCGTGGTACTTAATAGGTGTACTAAAA 
TTGTGTTGGGAGCAGGGATTTGGAAATTTCTGAGAGATGTGTAGTTAATTAGTAATTCTGTTTCATGAGA 
TATGATCTGTTATGCTAGTGGTTTAATAGGCTTGCTATGTAAGTAGAACGTGGCTCAACTAGATATCTTA 
TATGTATGGGCATTACCTCTTAGTGATATTTGTTTCCTGTCCTTTGTTGCTCATGCTGTTTAAGTGCAGG 

30 CTGAGACCCAGCCTCTTTGTAAGTACAGTAAAATAATCCACCGTTTTTTACAGACCCTAGTCAAAGGGTT 
AAAAAAATTAAGATTGCTTTCCATGTTTGAAATTTACC^ 

TAGCATTGATATTGTGAAAATAAGTGCAATTTGGATTTCATGTTTCTTAATATTCATTCTTGTTTCACAA 
ATGAATGATTAAGGAATTATGCATCATAAAGGAACCTAAGTGAGGTATATGATGAGTGTATTGTCTTTGC 
ACACACATATAGGTATATTCTGAATACAAGCTTATTCATTTTGCTTCCTAATCTTTTTGTTGTACAGGGA 
35 TTCAGGTTTCTTATTCTTACAACATGATTGTTTATATGTGAAGCACATCTTGCTGTTGCCTTATTTTTGA 
TGCTTTTATTCATGACAAGAATTGTCAATATAAGAATGTATATCTTTGCCGCAACCAATTTAATAAAGGA 
GTTGAAAGAAAAAAAAAAAAAAAAAAAAAA 

SEQEDNO:463 

40 >gi | 5803185 |ref|NP_006745.l| synaptophysin-like protein; pantophysin [Homo 
sapiens] 

MAPNI YLVRQRI SRLGQRMS GFQ INLNPLKEPLGF I KVLEWI AS I FAFATCGGFKGQTE I QVNCPPAVTE 
NKTVTATFGYPFRLNEAS FQPP PGVNI CDVNWKDYVL IGD YSS S AQF YVTFAVFVFLYC I AALLLYVGYT 
SLYLDSRKLPMIDFWTLVATFLWIiVSTSAWAKALTDIKI^ 
45 IJ^SVIFGFLNMILWGGNAWFVYKETSLHSPSNTSAPHSQGGIPPPTGI 

SEQ ID NO:464 
Thrombospondin- 1 

>GL2_199_2_M13R Direction: anti- sense 
50 CCAATGTAGTTAGTGCGGATGGCAGGGCTGGAACCATTCACCACGTTGTTGTCAAGGGTGAGGAGGACACTGGTA 
GAGCTGGAGCAGCCTTTGTTCCTGAGGATGTCTTCTGGTGTGGTTCCAAAGACAAACCTCACATTCTGCAGCACC 
CCCTGGAAAATGTCA 

SEQIDNO:465 

55 >GL2_199_1_M13R Direction: sense 

TGACATTTTCCAGGGGGGTGCTGCAGAATGTGAGGTTTGTCTTTGGAACCACACCAGAAGACATCCTCAGGAACA 

AAGGCTGCTCCAGCTCTACCAGTGTNCTCCTC^CCCTTC 
GNACTAACTACATTGG 
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SEQIDNO:466 

>GL2_JL99__3_M13F Direction: sense 
TGACATOTTCCAGGGGGTGCTGCAGA^ 

AGGCTGCTCCAGCTCTACCAGTGTCCTCCTCACCCTTGACAACAACGTGGTGAATGGTTCCAGCCCTGCC^ 
5 CACTAACTACATTGG 

SEQ ID NO:467 

>GL2_66_F01_G3F1 Direction: sense 

TGACATTTTCCAGGGGTGCTGCAGAATGTGAGGTTTGTCTTTGGAACGACACCAGAAGACATC 
10 GGCTGCTCCAGCTCTACCAGTGTCTCCTCACCTTGACAACAACGTGGTGAATGGTTCCAGCCTGGCATCCGACTA 
ACTACATTGG 

SEQ ID NO:468 

>GL2_66_F02_G3F1 Direction: sense 
1 5 TGACATTTTCCAGGGGTGCTGCAGAATGTGAGGOT 

GGCTGCTCC7VGCTCTACCAGTGTCCTCCTCACCCTTGACAACAACGTGGTGAATGGTTCCAGCCCTGCCATCCGC 
ACTAACTACATTGG 

SEQIDNO:469 
20 >GL2_66_F03_ G3F1 Direction: sense 

TGACATTTTCCAGGGGTGCTGCAGAATGTGAGGTTTGTCTTTGGAACGACACCAGAAGACATCCTCAGGAACAAA 
GGCTGCTCCAGCTCTACC^GTGTCCTCCTCACCCTTGGACAACAACGTGGTGAATGGTTCCAGCCCTGCCATCCG 
CACTAACTACATTGG 

25 SEQIDNO:470 

>GL2_66_F04_G3F1 Direction: sense 

TGACATTTTCCAGGGGGTGCTGCAGAATGTGAGGTTTGTCTTTGGAACCACACCAGAAGACA 

AGGCTGCTCCAGCTCTACCAGTGTCCTCCTCACCCTTGACAACAACGTGGTGAATGGTTCCAGCCCTGCCATCCG 

CACTAACTACATTGG 

30 

SEQ ID NO:471 

>GL2_86_2A01_G3F1 Direction: sense 

TGACATTTTCCAGGGGTGCTGCAGAATGTGAGGTTTGTCTTTGGAACCACACCAGAAGACATCCTCAGGAACAAA 
GGCTGCTCCAGCTCTACCAGTGTCCTCCTCACCCTTGACAACAACGTGGTGAATGGTTCCAGCCCTGCCATCCGC 
35 ACTAACTACATTGG 

SEQIDNO:472 

>GL2_86_2A02_G3F1 Direction: sense 

TGACATTTTCCAGGGGTGCTGCAGAATGTGAGGTTTGTCTTTGGAACCACACCAGAAGACATCCTCAGGAACAAA 
40 GGCTGCTCCAGCTCTACCAGTGTCCTCCTCACCCTTGGACAACAACGT^ 
CACTAACTACATTGG 

SEQIDNO:473 

>GL2__86_2A03_G3F1 Direction: sense 
45 TGACATTTTCCAGGGGTGCTGC^GAATGTGAGGTTTGTCTTTGGAACCACACCAGAAGACATCCTCAGG 

GGCTGCTCCAGCTCTACCAGTGTCCTCCTCACCCTTGGACAACAACGTGGTG7UVTGGTTCCAGCCCTGCCATCCG 
CACTAACTACATTGG 

SEQ ID NO:474 

50 >GL2_86_2A04_G3F1 Direction: N/A 

TGACATTTTCCAGGGGTGCTGCAGAATGTGAGGTTTGTCTTTGGAAC^ 
GGCTGTCCAGCTCTACAGCGTCCTCCTCA 

SEQIDNO:475 

55 >GL2_86_2A06_G3F1 Direction: sense 

TGACATTTCAGGGGTGCTGGAGAATGTGAGGTTTGTCTTT 

CTGCTCCAGCTCTACCAGTGTCCTCCTCACCCTTGACAACAACGTGGTGAATGGTTCCAGCCCTCCCATCCGCAC 
TAACTACATTGG 
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SEQ ID NO:476 

>GL2__86_2A07_G3F1 Direction: sense 

CGACATTTTC CAGGGGGTG CTG CAGAATGTGAGGTTTGTCTTTGGAACCACACCAGAAGACATC CTCAGGAA.CAA 
AGGCTGCTCCAGCTCTACCAGTGTCCTCCTCACCCTTGACAACAACGTGGTGAATGGTTCCAGCCCTGCCATCCG 
5 CACTAACTACATTGG 

SEQ TD NO:477 

>GI,2_86_2A08_G3F1 Direction: sense 
TGAGATTTTCCAGGGGTGCTGCAGAATGTGAGGTTTGTCTTTGG 
10 GGCTGCTCCAGCTCTACCAGTGTCCTCCTCACCCTTGACAACT^CGTGGTGAATGGTTCC^ 
ACTAACTACATTGG 

SEQIDNO:478 

>GL2_86_2A09_G3F1 Direction: sense 
15 GTGAGATTATCCAGTGGGTGCTGCAGAATGTGAGGTTTGTCTTTGGAACGACAC^ 
AAAGGCTGCTCCAGCTCTACCAGTGTCCTCCTGACCCTTGACAAGAACGATGGTGA 
CCGCACTAACTACATTGG 

SEQ ID NO:479 
20 >GIi2_199_3_M13R Direction: anti-sense 

CCAATGTAGTTAGTGCGGATGGCAGGGCTGGAACCATTCACCACGTTGTTGTCAAGGGTGAGGAGGACACTGGTA 

GAGCTGGAGCAGCCTTTGTTCCTGAGGATGTCTTCT 

CCCTGGAAAATGTCA 

25 SEQ ID NO:480 

>GLi2_86_2A05_G3Fl Direction: sense 

TGACATTTTCCAGGGGTGCTGCAGAATGTGAGGTTTGTCTTTGGAACCACACCAGAAGACATCCTCAGGAACAAA 
GGCTGCTCCAGCTCTACCAGTGTCCTCCTCACCCTTGACAAGAACGTGGTGAATGGTTCCAGCCCTGCCATCCGC 
ACTAACTACATTGG 

30 

SEQIDNO:481 

>gi|4507484 ) ref | NM_003246 . 1 1 Homo sapiens thrombospondin 1 (THBS1) , mRNA 

GGACGCACAGGCATTCCCCGCGCCCCTCCAGCCCTCGCCGCCCTCGCCACCGCTCCCGGCCGCCGCGCTC 

CGGTACACACAGGATCCCTGCTGGGCACCAACAGCTCCACCATGGGGCTGGCCTGGGGACTAGGCGTCCT 

35 GTTCCTGATGCATGTGTGTGGGACCAACCGCATTCCAGAGTCTGGCGGAGACAACAGCGTGTTTGACATC 
TTTGAACTCACCGGGGCCGCCCGCAAGGGGTCTGGGCGCCGACTGGTGAAGGGCCCCGACCCTTCCAGCC 
CAGCTTTCCGCATCGAGGATGCCAACCTGATCCCCCCTGTGCCTGATGACAAGTTCCAAGACCTGGTGGA 
TGCTGTGCGGGCAGAAAAGGGTTTCCTCCTTCTGGCATCCCTGAGGCAGATGAAGAAGACCCGGGGCACG 
CTGCTGGCCCTGGAGCGGAAAGACCACTCTGGCCAGGTCTTCAGCGTGGTGTCCAATGGCAAGGCGGGCA 

40 CCCTGGACCTCAGCCTGACCGTCCAAGGAAAGCAGCACGTGGTGTCTGTGGAAGAAGCTCTCCTGGCAAC 
CGGCCAGTGGAAGAGCATCACCCTGTTTGTGCAGGAAGACAGGGCCCAGCTGTACATCGACTGTGAAAAG 
ATGGAGAATGCTGAGTTGGACGTCCCCATCCAAAGCGTCTTCACCAGAGACCTGGCCAGCATCGCCAGAC 
TCCGCATCGCAAAGGGGGGCGTCAATGACAATTTCCAGGGGGTGCTGCAGAATGTGAGGTTTGTCTTTGG 
AACCACACCAGAAGACATCCTCAGGAACAAAGGCTGCTCCAGCTCTACC^GTGTCCTCCTCACCCTTGAC 

45 AACAACGTGGTGAATGGTTCCAGCCCTGCCATCCGCACTAACTACATTGGCCACAAGACAAAGGACTTGC 
AAGCCATCTGCGGCATCTCCTGTGATGAGCTGTCCAGCATGGTCCTGGAACTCAGGGGCCTGCGCACCAT 
TGTGACCACGCTGCAGGACAGCATCCGCAAAGTGACTGAAGAGAACA7VAGAGTTGGCCAATGAGCTGAGG 
CGGCCTCCCCTATGCTATCACAACGGAGTTCAGTACAGAAATAACGAGGAATGGACTGTTGATAGCTGCA 
CTGAGTGTCACTGTCAGAACTCAGTTACC ATCTGCAAAAAGGTGTCCTGC CCCATCATGCC CTGCTCCAA 

50 TGCCACAGTTCCTGATGGAGAATGCTGTCCTCGCTGTTGGCCCAGCGACTCTGCGGACGATGGCTGGTCT 
CCATGGTCCGAGTGGACCTCCTGTTCTACGAGCTGTGGCAATGGAATTCAGCAGCGCGGCCGCTCCTGCG 
ATAGCCTCAACAACCGATGTGAGGGCTCCTCGGTCCAGACACGGACCTGCCACATTCAGGAGTGTGACAA 
AAGATTTAAACAGGATGGTGGCTGGAGCCACTGGTCCCCGTGGTCATCTTGTTCTGTGACATGTGGTGAT 
GGTGTGATCACAAGGATCCGGCTCTGCAACTCTCCCAGCCCCCAGATGAATGGGAAACCCTGTGAAGGCG 

5 5 AAGCGCGGGAGACCAAAGCCTGCAAGAAAGACGCCTGCCCCATCAATGGAGGCTGGGGTCCTTGGTCACC 
ATGGGACATCTGTTCTGTCACCTGTGGAGGAGGGGTACAGAAACGTAGTCGTCTCTGCAACAACCCCGCA 
CCCCAGTTTGGAGGC7UVGGACTGCGTTGGTGATGTAACAGAAAACCAGATCTGCAACAAGCAGGACTGTC 
CAATTGATGGATGCCTGTCCAATCCCTGCTTTGCCGGCGTGAAGTGTACTAGCTACCCTGATGGCAGCTG 
GAAATGTGGTGCTTGTCCCCCTGGTTACAGTGGAAATGGCATCCAGTGCACAGATGTTGATGAG 

60 GAAGTGCCTGATGCCTGCTTCAACCACAATGGAGAGCACCGGTGTGAGAACACGGACCCCGGCTAC^ 
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^^^^^^^^^^^^^ 



a ^acccagctcag^^ 



A ^™ GGAGATCA ^^ 
™ A ^ GAGATACCT6TC ^^ 

CAACTGTGATCCTGGACTCGCTGTAGGTTATGATGAGTTTAATi 
ATCAACACCGAAAGGGACGATGACTATGCTGG 



rggaccagagagacactgai 
3gatcagctggactctgac: 
5gccaccagaacaatctggj 
5caagggagatgcctgtgac 
:gtgcccaatcccgaccagj 
iatgacagtgtgccagaca 1 ] 
1attccagatgattcctctggacc 
gggtaaagaactcgtccagactgt 
gctgtggacttcagtggcaccttcttc 

lCCAGTCCAGCAGCCGCTTTTATG 

:acgagggctcagggatactcggg 

JTGCGGAACGCCCTGTGGCACACA 



IATTTGTCTTTGGCTACCAGTCCAGCAGCCGCTTTT- 



"^"^TTOCTTTOSITTCC™^ 



:atcctccttcagg 

TATGAAGAAAATAT 
5CTGGATTTCATGA 
^AAGGGAGACAAAG 



3AAGAAAATAT 
3GATTTCATGA 



AAC7VTTCCTTTTCTCTTTTTTCCGTAATTACTAGGTAGTTTTCTAATTCTCTCT 



TZZSZS^^ fcAG ^TTATTP 

a *ggaacaggaagaagcg T aaagactatc^ 



AAATACAGATTATTTATTAACTCTGTTCTGCCTGGA^^A^ 

TTGGTTATCCATTTGCAAATGTTTTAAATTGCAAAGAAAGCGATGAGGTCT^ 

rATACACTTTTTTCTTTC ATTTTTC CAAAAGAGAAA 



-~ =T a TTT c C S£aaS^ 



gccattggaatagaatattca(^ttgtgtagatatgctatttaaata1?SJ T 

TTGTTTTTTTTTTTTTTTTTTTTTTTTTTGCTTTTGACCTCCCATTTTTAC 



GCCATTGGAATAGAATATTCAGATTGTGTAGATATGCTATTTAAATAATTTATCAGC37* 2 ATB rvrnr™ 

agagttagtatttctatttttata^^ 
ttgtttttttttttttttootttttttttgcttttgacctccca 



actgtttcttatgtagaaggaacaacaataaatcatatggaaatttatattt 
SEQ ID NO:482 



VSVEEAIiLATGQWKSITLFVQEDRAQLYIDCEKMENAELDVP 



VLQNVRFVFGTTPED I LRNKGCS S S TS VLLTLDNNWNGS S P AI RTNT^ IGE^TKDLQA: 



IQSVFTRDLAS IARLRIAKGGVNDNFQG 



ICGISCDELSSM 
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CHCQNSVTICKK 



^ELRGLRTIVTTLQDSIRKVTEEmCEIANELRRPPLC^^ , ... 

;™?i MPCSNA ^ DGECCPR ^^ 

~ ECDraPKQDGGWSHWSPWS ^ 

KCTSyPDGSWKCGACPPGYSGNGIQCTDVDECKEVPDACFNHNGEHRCENTDPGYNCLPCPPRFTGSQPF 
^™^^ KQVC ^^ CTOG ™ C ™^ COTLGOTSDPMraCE CKPGYAC^GIICGEDTDLDGWPN 
EmVCVANATYHCKKDNCPNLPNSGQEDYDKDGIGDACDDDDDNDKIPDDRDNCPFHYNPAQYDyDRDDV 

SDSDRIGDTCDNN Q DID EDGHQNNLDNCPYVPNANQADHDKDGKGDACDHDDDNDGIPDDKDNC 
DQroSDGDGRGDACraDFDroS ^ D IDDICPENVr>ISETDFRRPQMIPLDPKGTSQNDPNWVVR 
HPTO^f»ve)^^ PGIiAVGYDE FNAVDFS GTFFINTERDDDYAGFVFG YQS S SRFYVVMWKQVTQSYWDT 

™?^*™ LSV ™ STTGPCT ^ 

IRWMYEGKKIMADSGPIYDKTYAGGRLGLFVFSQEMVFFSDLKYECRDP 

SEQ ID NO:483 
Transgelin 2 

>GI.3_30H_PCR_G3F1 Direction: sense 
SEQ ID NO:484 

>gi | 4507356 |ref|NM_003564.l| Homo sapiens transgelin 2 (TAGLN2) mRNA 
GCCCTTGCCTTGAGTC^GTGCGCTGCTCTCCAGC^^ 

GGAATGGCCAACAGGGGACCTGCATATGGCCTGAGCCGGGAGGTGCAGCAGAAGATTGAGAAA^^TATG 

GCCTGGACGCGAGAACTTCGAGAACTGGCTCAAGGATGGCACGGTGCTATGTGAGCTCATTAATGCACTG 
TACCCCGAGGGGCAGGCCCCAGTAAAGAAGATCCAGGCCTCCACCATGGCCT^^ 

TCTCTCAGTTCCTGCAAGCAGCTGAGCGCTATGGCATTAACACCACTGACATCTTCCAAACTGTCGACCT 

GATGATGGGCTCTTCTCTGGGGATCCCAACTGGTTCCCTAAGAAATCC^^GGAGAATCCTC^GGAACTTCT 
CA ?^ GAGCTGCAAGAGGGCAAGAACGT ^ 

cccacgaatggttaatatatatgtagatatata^ 

caagctcctttctgtc^gggtggggggttcagc^^ 

tcccccatgcttactaatacat^^ 

ccctgggaccaaaatttaggggcctcagtccctcaccgccatgccctggcctattctgtctctcct 
ccccctggcctgttctgtctctgagctctgtgtcctccgttcattccatggctgggagtc^ctgatgctg 

c s™r CTGATGCTG ^^ 

ACTCAATTTATAGGGAGGAGCCTGTGGC^GC^^^ 

acatctggggcagccttccctggcaggggccct^^ 

AG . GGG I GGGG ^ GG ^^ 

ttgatttaaataaagaatttgtcatttttg ^^^^ 1 iTG 

SEQ ID NO:485 

ifpiensj 357|ref |NP -° 03555 ' 11 trans 9 elin 2 ' SM22-alpha homolog [Homo 

^ GPA ^™P Q ^ EKQTOADLE ^^ 

DGLFSGDPNWFPKKSKENPRNFSDNQLQEGKNVIGLQMGTNRGASQAGMTGYGMPRQIL 

SEQ ID NO:486 
Vigil in 

>GL3_43A1_1_M13F Direction: anti-sense 



,.™^ GG ^ GcmcTTCACGAATC 

G ^AAGATCGGAACAGAAATTGAATAGCTATTTC 

ATTTTTCCACCTCATTCTTAGGTCCTCTGAGCTGGACAATGTCACTTTTTTGTGCTGGG 
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SEQIDNO:487 

>GL3_43Al_l_M13R Direction: sense 

CCCAGCACAAAAAAGTGACATTGTCCAGCTCAGAGGACCTAAGAATGAGGTGGAAAAATGCACAAAATACATGCA 
GAAGATGGTGGCAGATCTGGTGGAAAATAGCTATTC^TTTCTGTTCCGATCTTCAAAC^GTTTCACAAGAATAT 
CATTGGGAAAGGAGGCGCAAACATTAAAAAGATTCGTGAAGAAAGCAACACCAAAATCGACCTTCCAGCAGAGAA 
TAGCAATTCAGAGACCATTATCATCACAGGCAAGCGAGCCAACTGCGAAGCTGCCCGG 

SEQ ID NO:488 

>GL3_43A1_2_M13F Direction: sense 



>vjuj_4jAi_^_wi3F Direction: sense 

CCCAGGACAAAAAAGTGAC^TTGTCCAGCTCAGAGGACCTAAGAATGAGGTGGAAAAATGCACAAAATACATGCA 
GAAGATGGTGGCAGATCGTGGTGGAAAATAGCTATTCAATTTGCTGTTCCGATTCTTCAAACAGTTTCACAAGAA 
TATCATTGGGAAAGGAGGCGCAAACGATTCAAGAAAGATTCGTGAAGAAAGCAACACCAAAATCGACCTTCCAGC 
AGAGAATAGCAATTTC^GAGACCATTATCAGTCACAGGCAAGCGAGCCAACTGCGAAGGGTTGCCCTGGTCCO 
AGAAACCCAGCACAGGTGGTTAGATGGATACAAGCGGCCGCTCGACTAGTCTGAGGTCTGATACTTCACTCAC 
GTCGTTAAGGGCGAATTCCAGCACACTGGCGGCCGTCGACTAGTGGATCCGAGCTC 



ITCCGCT 
'TA 



SEQ ID NO:489 

>GL3_43A1_2_M13R Direction: anti-sense 



^vuij^jni^j-uoK uireccion : anti-sense 

CCGGGCAGCTTCGCAGTTGGCTCGCTTGCCTGTGATGATAATGGTCTCTGAATTGCTATTCTCTGCTGGAAGGTC 
GATTTTGGTGTTGCTTTCTTCACGAATC^ 

TTTGAAGATCGGAACAGAAATTGAATAGCTATTTTCCACCAGATCTGCCACCATCTTCTGCATGTAT^^ 
TTTTTCCACCTCATTCTTAGGTCCTCTGAGCTGGACAATGTCACTTTTTTGTGCTGGG 



SEQ ID NO:490 

>GL3_43A1_4_M13F Direction: sense 



^u^ign^ijiijt uirection : sense 
GCCAGCACy\AAAAAGTGACATTGTCCAGCTCAGAGGACCT.AAGAATC 

GAAGATGGTGG(^GATCTGGTGGAAAATAGCTATTCAATTTCTGTTCCGATCTTCAAACAGTTTCACAAGAATAT 
CATTGGGAAAGGAGGCGCAAACATTAAAAAGATTCGTGAAGAAAGCAACACCAAAATCGACCTTCCAGCAGAGAA 
TAGCAATTCAGAGACCATTATCATCACAGGCAAGCGAGCCAACTGCGAAGTTGCCCGGCCGCAGAAACCCAGCAC 
AGTGGTTAGATAGATAAAGCGGCCGCTCGACTAGTCTGAGGTCTGATACTCACTGACTGTCGTAAGGGCGAATTC 
CAGCACACTGGCGGCCGTTACTAGTGGATCCGAGCTCGGTACCAAGCTTGGCGTAATCATGGT 

SEQ ID NO:491 

>GL3_43A1_4_M13R Direction: anti- sense 

CCGGGCAGCTTCGCAGTTGGCTCGCTTGCCTGTGATGATAATGGTCTCTGAATTGCTATTCTCTGCTGGAAGGTC 
GATTTTGGTGTTGCTTTCTTCACGAATCTTTTTAATGTTTGCGCCTCCTTTCCCAATGATATTCTTGTGAAACTG 
TTTGAAGATCGGAACAGAAATTGAATAGCTATTTTCCACCAGATCTGCCACCATCTTCTGCATGTATTTTGTGCA 
TTTTTCCACCTCATTCTTAGGTCCTCTGAGCTGGACAATGTCACTTTTTTGTGCTGGG 

SEQ ID NO:492 

>GL3_43A_PCR_G3F1 Direction: sense 

CCC^GC^CAAAAAAGTGACATTGTCCAGCTCAGAGGACCTAAGAATGAGGTGGAAAAATGCACAAAATACATGCA 
GAAGATGGTGGC^GATCTGGTGGAAAATAGCTATTC^TTTCTGTTCCGATCTTCAAAC^GTTTCACAAGAATAT 
CATTGGGAAAGGAGGCGCAAACATTAAAAAGATTCGTGAAGAAAGCAACACCAAAATCGACCTTCCAGCAGAGAA 
TAGCAAGTTCAGAGACCATTATCATCACAGGCAAGCGAGCCAACTGCGAAGCTGCCCGG 

SEQ ID NO:493 

>gi | 4885408 |ref|NM_005336.l| Homo sapiens high density lipoprotein binding 
protein (vigilin) (HDLBP) , tnRNA 

GAATTCGGGGGGCGAGTAAGCCAGCGGCAGGACCAGCGGGCGGGGGCCACAACAAAAGCTGGCAGGCTGA 
CAGAGGCGGCCTCAGGACGGACCTTCTGGCTACTGACCGTTTTGCTGTGGTTTTCCCGGATTGTGTGTAG 
GTGTGAGATCAACCATGAGTTCCGTTGCAGTTTTGACCCAAGAGAGTTTTGCTGAACACCGAAGTGGGCT 
GGTTCCGCAACAAATCAAAGTTGCCACTCTAAATTCAGAAGAGGAGAGCGACCCTCCAACCTACAAGGAT 
GCCTTCCCTCCACTTCCTGAGAAAGCTGCTTGCCTGGAAAGTGCCCAGGAACCCGCTGGAGCCTGGGGGA 
ACAAGATCCGACCCATCAAGGCTTCTGTCATCACTCAGGTGTTCCATGTACCCCTGGAGGAGAGAAAATA 
CAAGGATATGAACCAGTTTGGAGAAGGTGAACAAGCAAAAATCTGCCTTGAGATCATGCAGAGAACTGGT 
GCTCACTTGGAGCTGTCTTTGGCCAAAGACCAAGGCCTCTCCATCATGGTGTCAGGAAAGCTGGATGCTG 
TCATGAAAGCTCGGAAGGACATTGTTGCTAGACTGCAGACTCAGGCCTCAGCAACTGTTGCCATTCCCAA 
AGAACACCATCGCTTTGTTATTGGCAAAAA.TGGAGAGAAACTGCAAGACTTGGAGCTAAAAACTGCAA.ee 
AAAATCCAGATCCCACGCCCAGATGACCCCAGCAATCAGATCAAGATCACTGGCACCAAAGAGGGCATCG 
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AGAAAGCTCGCCATGAAGTCTTACTCATCTCTGCCGAGCAGGACAAACGTGCTGTGGAGAGGCTAGAAGT 
AGAAAAGGCATTCCACCCCTTCATCGCTGGGCCGTATAATAGACTGGTTGGCGAGATCATGCAGGAGACA 
GGCACGCG(^TCAACATCCCCCCACCCAGCGTGAACCGGACAGAGATTGTCTTCACTGGAGAGA 
AGTTGGC TCAGGCTGTGG CTCG CATCAAGAAGATTTATG AGGAGAAGAAAAAGAAGACTACAAC CATTG C 
5 AGTGGAAGTGAAGAAATCCCAAC^CAAGTATGTCATTGGGCCCAAGGGCAATTCATTGCAGGAGATCCTT 
GAGAGAACTGGAGTTTCCGTTGAGATCCCACCCTCAGACAGCATCTCTGAGACTGTAATACTTCGAGGCG 
AACCTGAAAAGTTAGGTCAGGCGTTGACTGAAGTCTATGCCAAGGCCAATAGCTTCACCGTCTCCTCTGT 
CGCCGCCCCTTCCTGGCTTCACCGTTTCATCA^ 

CAGATGCCAAAGGTTCACATCGAGTTCACAGAGGGCGAAGACAAGATCACCCTGGAGGGCCCTACAGAGG 
1 0 ATGTCAATGTGGCCCAGGAACAGATAGAAGGCATGGTGAAAGATTTGATTAACCGGATGGACTATGTGGA 
GATCAACATCGACCACAAGTTCCACAGGCACCTC^^ 

GACCAGTACAAGGTGTCCGTGCGCATCCCTCCTGACAGTGAGAAGAGCAATTTGATCCGCATCGAGGGGG 
ACCCACAGGGCGTGCAGCAGGCCAAGCGAGAGCTGCTGGAGCTTGCATCTCGCATGGAAAATGAGCGTAC 
CAAGGATCTAATCATTGAGCAAAGATTTCATCGCACAATGATTGGGC^GAAGGGTGAACGGATCCGTGA 

1 5 ATTCGTGACT^AATTCCGAGAGGTC^TCATTAACTO 

TCAGAGGACCTAAGAATGAGGTGGAAAAATGCACAAAATACATGCAGAAGATGGTGGCAGATCTGGTGGA 
AAATAGCTATTCAATTTCTGTTCCGATCTTCAAACAGTTTCACAAGAATATCATTGGGAAAGGAGGCGCA 
AACATTAAAAAGATTCGTGAAGAAAGCAAC^CCAAAATCGACCTTCCAGCAGAGAATAGCAATTCAGAGA 
CCATTATCATCACAGGCAAGCGAGCCAACTGCGAAGCTGCCCGGAGCAGGATTCTGTCTATTCAGAAAGA 

20 CCTGGCCAAC ATAGCCGAGGTAGAGGTCTCCATCC CTGCCAAGCTGCACAACTCCCTCATTGGCAC CAAG 
GGCCGTCTGATCCGCTCCATCATGGAGGAGTGCGGCGGGGTCCACATTCACTTTCCCGTGGAAGGTTCAG 
GAAGCGACACCGTTGTTATCAGGGGCCCTTCCTCGGATGTGGAGAAGGCCAAGAAGCAGCTCCTGCATCT 
GGCGGAGGAGAAGCAAACCAAGAGTTTCACTGTTGACATCCGCGCCAAGCCAGAATACCACAAATTCCTC 
ATCGGCAAGGGGGGCGGCAAAATTCGCAAGGTGCGCGACAGCACTGGAGCACGTGTCATCTTCCCTGCGG 

25 CTGAGGACAAGGACCAGGACCTGATCACCATCATTGGAAAGGAGGACGCCGTCCGAGAGGCACAGAAGGA 
GCTGGAGGCCTTGATCCAAAACCTGGATAATGTGGTGGAAGACTCCATGCTGGTGGACCCCAAGCACCAC 
CGCCACTTCGTCATCCGCAGAGGCCAGGTCTTGCGGGAGATTGCTGAAGAGTATGGCGGGGTGATGGTCA 
GCTTCCCACGCTCTGGCACACAGAGCGACAAAGTCACCCTCAAGGGCGCCAAGGACTGTGTGGAGGCAGC 
CAAGAAACGCATTCAGGAGATCATTGAGGACCTGGAAGCTCAGGTGACATTAGAATGTGCTATACCCCAG 

30 AAATTCCATCGATCTGTCATGGGCCCCAAAGGTTCCAGAATCCAGCAGATTACTCGGGATTTCAGTGTTC 
AAATTAAATTCCCAGACAGAGAGGAGAACGCAGTTCACAGTACAGAGCCAGTTGTCCAGGAGAATGGGGA 
CGAAGCTGGGGAGGGGAGAGAGGCTAAAGATTGTGACCCCGGCTCTCCAAGGAGGTGTGACATCATCATC 
ATCTCTGGCCGGAAAGAAAAGTGTGAGGCTGCCAAGGAAGCTCTGGAGGCATTGGTTCCTGTCACCATTG 
AAGTAGAGGTGCCCTTTGACCTTCACCGTTACGTTATTGGGCAGAAAGGAAGTGGGATCCGCAAGATGAT 

35 GGATGAGTTTGAGGTGAACATACATGTCCCGGCACCTGAGCTGCAGTCTGACATCATCGCCATCACGGGC 
CTCGCTGCAAATTTGGACCGGGCCAAGGCTGGACTGCTGGAGCGTGTGAAGGAGCTACAGGCCGAGCAGG 
AGGACCGGGCTTTAAGGAGTTTTAAGCTGAGTGTCACTGTAGACCCCAAATACCATCCCAAGATTATCGG 
GAGAAAGGGGGCAGTAATTACCCAAATCCGGTTGGAGCATGACGTGAACATCCAGTTTCCTGATAAGGAC 
GATGGGAACCAGCCCCAGGACCAAATTACCATCACAGGGTACGAAAAGAACACAGAAGCTGCCAGGGATG 

40 CTATACTGAGAATTGTGGGTGAACTTGAGCAGATGGTTTCTGAGGACGTCCCGCTGGACCACCGCGTTCA 
CGCCCGCATCATTGGTGCCCGCGGCAAAGCCATTCGCAAAATCATGGACGAATTCAAGGTGGACATTCGC 
TTCCCACAGAGCGGAGCCCCAGACCCCAACTGCGTCACTGTGACGGGGCTCCCAGAGAATGTGGAGGAAG 
CCATCGACCACATCCTCAATCTGGAGGAGGAATACCTAGCTGACGTGGTGGACAGTGAGGCGCTGCAGGT 
ATACATGAAACCCCCAGCACACGAAGAGGCCAAGGCACCTTCCAGAGGCTTTGTGGTGCGGGACGCACCC 

45 TGGACCGCCAGCAGCAGTGAGAAGGCTCCTGAC^TGAGCAGCTCTGAGGAATTTCCCAGCTTTGGGGCTC 
AGGTGGCTCCCAAGACCCTCCCTTGGGGCCCCAAACGATAATGATCAAAAAGAACAGAACCCTCTCCAGC 
CTGCTGACCCGAACCCAACCACACAATGGTTTGTCTCAATCTGACCCAGCGGCTGGACCCTCCGTAAATT 
GTTGAGCGCTCTTCCCCTTCCCGAGGTCCGCAGGGAGCCTAGCGCCTGGCTGTGTGTGCGGCCGCTCCTC 
CAGGCCTGGCCGTGCCCGCTCAGGACCTGCTCC^CTGTTTAAC^\ATAAACCAAGGTC^TGAGC^TTCGAG 

50 CTAAGATAACAGACTCCAGCTCCTGGTCCACCCGGCATGTCAGTCAGCACTCTGGCCTTCATCACGAGAG 
CTCCGCAGCCGTGGCTAGGATTCCACTTCCTGTGTCATGACCTCAGGAAATAAACGTCCTTGACTTTATA 
AAAGCCCCGAATTC 

SEQ ID NO:494 

55 >gi| 4885409 |ref |NP_005327 . 1 1 high density lipoprotein binding protein; 
vigilin [Homo sapiens] 

MSSVAVLTQESFAEHRSGLVPQQIKVATLNSEEESDPPTYKDAFPPLPEKAACLESAQEPAGAWGNKIR^ 
IKASVITQVFHVPLEERKYKDMNQFGEGEQAK 
KDIVAMjQTQASATVAIPKEHHRFVIGKNGEK^ 
60 EVLLISAEQDKRAVERLEVEKAFHPFIAGPYNIUjVGEIMQET^ 
VARIKKIYEEKKKKTTTIAVEVKKSQHKYVIGPK^ 
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GQALTEVYAKANSFTVSSVAAPSWLHRFIIGKKGQOT^^ 

QEQIEGMVKDLINMTOYVEIMIDHKFHRHIjIGKSGANINRIKDQYKVSVRIPPDSEKSNLIRIEGDPQGV 

qqakrellelasrmenertkdliieqrfhrtiigqkgerireirdkfpeviinfpdpaqksdivqlrgpk 

NEVEKCTKYMQK^^^LVEMSYSISVPIPKQPHKbIIIGKGGMIIKKIREESNTKIDLPAENSNSETIIIT 
GKRANCEAARSRILSIQKDWmiAEVEVSIPAKLHNSLIGTKGRLIRSIMEECGGVHIHPPVEGSGSDTV 
VIRGPSSDVEKAKKQLLHLAEEKQTKSFTVDIRAKPEYEQCFLIGKGGGKIRKVRDSTGARVIFPAAEDKD 
QDLITIIGKEDAVREAQKELEALIQNLDNVVEDSMLVDPKHHRHFVIRRGQVLREIAEEYGGVMVSFPRS 
GTQSDKVTLKGAKDCVEAAKKRIQEIIEDLEAQVTLECAIPQKFHRSVMGPKGSRIQQITRDFSVQIKFP 
DREENAVHSTEP WQENGDEA.GEGRE AKDCDPGS PRRCD I III SGRKEKCEAAKEALEALVPVTIEVEVP 

FDLHRYVIGQKGSGIRKMMDEFEVNIH\TPAPELQSDIIAITGLAANLDRAKAGLLERVKELQAEQEDRAI) 
RSFKLSVTVDPKYHPKIIGRKGAVITQIRLEHDWIQFPDKDDGNQPQDQITITGYEKNTEAARDAILRI 
VGELEQMVSEDVPIJDHRVHARIIGARGKAIRKIMDEFKVDIRFPQSGAPDPNCVTVTGIiPENVEEAIDHI 
^EEEY^VVDSEALQVYMKPPAHEEAKAPSRGFVVRDAPWTASSSEKAPDMSS 

SEQ ID NO:495 
Vimentin 

>G3_8_04_PCR_G3F1 Direction: N/A 

GCCX3TCCAGGCCATCGCCACCCTCCGCAGCCATGTCCACCAGGTCCGTGTCCTCGTCCTCCTACCGCAGATGTTC 
GGCGGCCCGGGCACCGCGAGCCGGGCCGAGCTCCAGCCGGAGCTACGTGACTACGTCCACCCGCACCTACAGCCT 
GGGCAGCGCGCTGCGCCCCAGCACCAGCGCAGCCTCTACGCCTCGTCCCCGGGCGGCGTGTATGCCACGCGCTCC 
TCTGCCGTGCGCCTGCGGAGCAGCGTGCCCGGGGTGCGGCTCCTGCAGGACTCGGTGGACTTCTCGCTGGCCGAC 
GCCATCAACACCGAGTTCAAGAACACCCGCACCAACAGAAGGTGGAGCTGCAGGAGCTGAATGACCGCTTCGCCA 
CTATATCGACAGGTGCGCTTCCTGGAGCAGCAGAATAAGATCCTGCTGGCCGAGCTCGAGCAGCTCAAGGGCCAA 
GGCAAGTCGCGCCTGGGGGACCTCTACGAGGAGGAGATGCGGGAGCTGCGCCGGC 

SEQ ID NO:496 

>gi| 4507894 |ref |NM_003380 . 1 1 Homo sapiens vimentin (VIM), mRNA 

GGGCGCGCCAGAGACGCAGCCGCGCTCCCACCACCCACACCCACCGCGCCCTCGTTCGCCTCTTCTCCGG 

GAGCCAGTCCGCGCCACCGCCGCCGCCCAGGCCATCGCCACCCTCCGCAGCCATGTCCACCAGGTCCGTG 

TCCTCGTCCTCCTACCGCAGGATGTTCGGCGGCCCGGGCACCGCGAGCCGGCCGAGCTCCAGCCGGAGCT 

ACGTGACTACGTCCACCCGCACCTACAGCCTGGGCAGCGCGCTGCGCCCCAGCACCAGCCGCAGCCTCTA 

CGCCTCGTCCCCGGGCGGCGTGTATGCCACGCGCTCCTCTGCCGTGCGCCTGCGGAGCAGCGTGCCCGGG 

GTGCGGCTCCTGCAGGACTCGGTGGACTTCTCGCTGGCCGACGCCATCAACACCGAGTTCAAGAACACCC 

GCACCAACGAGAAGGTGGAGCTGCAGGAGCTGAATGACCGCTTCGCCAACTACATCGACAAGGTGCGCTT 

CCTGGAGCAGCAGAATAAGATCCTGCTGGCCGAGCTCGAGCAGCTCAAGGGCCAAGGCAAGTCGCGCCTA 

GGGGACCTCTACGAGGAGGAGATGCGGGAGCTGCGCCGGCAGGTGGACCAGCTAACCAACGACAAAGCCC 

GCGTCGAGGTGGAGCGCGACAACCTGGCCGAGGACATCATGCGCCTCCGGGAGAAATTGCAGGAGGAGAT 

GCTTCAGAGAGAGGAAGCCGAAAACACCCTGCAATCTTTCAGACAGGATGTTGACAATGCGTCTCTGGCA 

CGTCTTGACCTTGAACGCAAAGTGGAATCTTTGCAAGAAGAGATTGCCTTTTTGAAGAAACTCCACGAAG 

AGGAAATCCAGGAGCTGCAGGCTCAGATTCAGGAACAGCATGTCCAAATCGATGTGGATGTTTCCAAGCC 

TGACCTGA.CGGCTGCCCTGCGTGACGTACGTCAGCAATATGAAAGTGTGGCTGCCAAGAACCTGCAGGAG 

GCAGAAGAATGGTACAAATCCAAGTTTGCTGACCTCTCTGAGGCTGCCAACCGGAACAATGACGCCCTGC 

GCCAGGCAAAGCAGGAGTCCACTGAGTACCGGAGACAGGTGCAGTCCCTCACCTGTGAAGTGGATGCCCT 

TAAAGGAACCAATGAGTCCCTGGAACGCCAGATGCGTGAAATGGAAGAGAACTTTGCCGTTGAAGCTGCT 

AACTACCAAGACACTATTGGCCGCCTGCAGGATGAGATTCAGAATATGAAGGAGGAAATGGCTCGTCACC 

TTCGTGAATACCAAGACCTGCTCAATGTTAAGATGGCCCTTGACATTGAGATTGCCACCTACAGGAAGCT 

GCTGGAAGGCGAGGAGAGCAGGATTTCTCTGCCTCTTCCAAACTTTTCCTCCCTGAACCTGAGGGAAACT 

AATCTGGATTCACTCCCTCTGGTTGATACCCACTCAAAAAGGACATTCCTGATTAAGACGGTTGAAACTA 

GAGATGGACAGGTTATCAACGAAACTTCTC^GCATCACGATGACCTTGAATAAAAATTGCACACACTCAG 

TGGCAGGCGATATATTACCCAGGCAAGAATAAAAAAGAAATCCCATATCTTAAAGAAACAGCTTTCAAGT 

GCCTTTCTGCAGTTTTTCAGGAGCGCAAGATAGATTTGGAATAGGAATAAGCTCTAGTTCTTAACAACCG 

AC^CTCCTACAAGATTTAGAAAAAAGTTTACAACATAATCTAGTTTACAGAAAAATCTTGTGCTAGAATA 

CTTTTTAAAAGGTATTTTGAATACCATTAAAACTGCTTTTTTTTTTCCAGCAAGTATCCAACCAACTTGG 
TTCTGCTTCAATAAATCTTTGGAAAACTCCA 

SEQIDNO:497 

>gi|4507895|ref |NP_003371.l| vimentin [Homo sapiens] 

MSTRSVSSSSYPJ^GGPGTASRPSSSRSYVTTSTRTYSLGSALRPSTSRSLYASSPGGVYATRSSAVRL 
RSSvPGWLLQDSVDFSLADAINTEFKNTRTNEKVELQELNDRFANYIDKVRFLEQQNKIIiIiA^ 
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QGKSRLGDLYEEEMRELRRQVDQLTNDKARVEVERDNLAEDIMR^ 

DNAS LARIjDLERKVE SLQEE I AFLKKLHEEE I QELQAQ IQEQHVQIDVD VS KPDLTAALRDVRQQYE S VA 
AKNLQEAEEWYKSKFADLSEAANRlsnsro 

FAVEAANYQDTIGRLQDE IQNMKEEMARHIjREYQDLLNVKM^DIE IATYRKLLEGEE SRISLPIiPNFS s 
5 IjNLRETNIJDSLPLVDTHSKRTFLIKTVETRDGQVINETSQHHDDLE 

SEQ ID NO:498 

>gi|22054529|ref |XM_167414 . 2 | Homo sapiens viment in (VIM), mRNA 
GCCAGAGACGC^GCCGCGCTCCCACC^CCCACACCCACCGCGCCCTCGTTCGCCTCTTCTCCGGGAGCCA 

10 GTCCGCGCCACCGCCGCCGCCCAGGCCATCGCCACCCTCCGCAGCCATGTCCACCAGGTCCGTGTCCTCG 
TCCTCCTACCGCAGGATGTTCGGCGGCCCGGGCACCGCGAGCCGGCCGAGCTCCAGCCGGAGCTACGTGA 
CTACGTCCACCCGCACCTACAGCCTGGGCAGCGCGCTGCGCCCCAGCACCAGCCGCAGCCTCTACGCCTC 
GTCCCCGGGCGGCGTGTATGCCACGCGCTCCTCTGCCGTGCGCCTGCGGAGCAGCGTGCCCGGGGTGCGG 
CTCCTGCAGGACTCGGTGGACTTCTCGCTGGCCGACGCCATCAACACCGAGTTCAAGAACACCCGCACCA 

15 ACGAGAAGGTGGAGCTGCAGGAGCTGAATGACCGCTTCGCCAACTAC^TCGACAAGGTGCGCTTCCTGGA 
GCAGCAGAATAAGATCCTGCTGGCCGAGCTCGAGCIAGCTCAAGGGCCAAGGCAAGTCGCGCCTGGGGGAC 
CTCTACGAGGAGGAGATGCGGGAGCTGCGCCGGCAGGTGGACCAGCTAACCAACGACAAAGCCCGCGTCG 
AGGTGGAGCGCGACAACCTGGCCGAGGACATCATGCGCCTCCGGGAGAAATTGCAGGAGGAGATGCTTCA 
GAGAGAGGAAGCCGAAAACACCCTGCAATCTTTCAGACAGGATGTTGACAATGCGTCTCTGGCACGTCTT 

20 GACCTTGAACGCAAAGTGGAATCTTTGCAAGAAGAG 

TCCAGGAGCTGCAGGCTCAGATTCAGGAACAGCATGTCCAAATCGATGTGGATGTTTCCAAGCCTGACCT 
CACGGCTGCCCTGCGTGACGTACGTCAGCAATATGAAAGTGTGGCTGCCAAGAACCTGGAGGAGGCAGAA 
GAATGGTACAAATCCAAGTTTGCTGACCTCTCTGAGGCTGC CAACCGGAACAATGACGCC CTGCGCCAGG 
CAAAGCAGGAGTCCACTGAGTACCGGAGACAGGTGCAGXCCCTCACCTGTGAAGTGGATGCCCTTAAAGG 

25 AACCAATGAGTCCCTGGAACGCCAGATGCGTGAAATGGAAGAGAACTTTGCCGTTGAAGCTGCTAACTAC 
CAAGACACTATTGGCCGCCTGCAGGATGAGATTCAGAATATGAAGGAGGAAATGGCTCGTCACCTTCGTG 
AATACCAAGACCTGCTCAATGTTAAGATGGCCCTTGACATTGAGATTGCCACCTACAGGAAGCTGCTGGA 
AGGCGAGGAGAGCAGGATTTCTCTGCCTCTTCCAAACTTTTCCTCCCTGAACCTGAGGGAAACTAATCTG 
GATTCACTCCCTCTGGTTGATACCCACTCAAAAAGGACACTTCTGATTAAGACGGTTGAAACTAGAGATG 

30 GACAGGTTATCAACGAAACTTCTCAGCATCACGATGACCTTGAATAAAAATTGCACACACTCAGTGCAGC 
AATATATTACCAGCAAGAATAAAAAAGAAATCCATATCTTAAAGAAACAGCTTTCAAGTGCCTTTCTGCA 
GTTTTTCAGGAGCGC^AGATAGATTTGGAATAGGAATAAGCTCTAGTTCTTAACAACCGACACTCCTACA 
AGATTTAGAAAAAAGTTTACAACATAATCTAGTTTACAGAAAAATCTTGTGCTAGAATACTTTTTAAAAG 

35 TAAATCTTTGGAAAAACTC 

SEQIDNO:499 

>gi | 20473667 | ref | XP_167414 . 1 1 similar to Vimentin [Homo sapiens] 
MSTRSVS S SSYRRMFGGPGTASRPS S SRS YVTTSTRTYS LGSALRPSTSRSLYASS PGGVYATRS S AVRL 
40 RSSVPGWLLQDSVDFSLADAINTEFKNTRTN^ 

QGKSRLGDLYEEEMRELRRQVDQLTNDKARVEVERDl^AEDIMRLREKLQEEMLQREEAENTLQSFRQDV 
DNASLARLDLERKVESLQEEIAFLKKLHEEEIQELQAQIQEQHVQIDVDVSKPDLTAALRDWQQYESV^ 
AKNLQEAEEWYKSKFADLSEAAETMS^ 

FAVEAANYQDT IGRLQDEI QNMKEEMARHLRE YQDLLNVKMALDIEIATYRKLLEGEESRISLPLPNFSS 
45 LNLRETNLDSLPLVDTHS KRTLL I KTVETRDGQVINETS QHHDDLE 

SEQ ID NO:500 

Vinexin (SCAM-1) 

>GL3_37D_3_M13F Direction: anti-sense 

50 ACCAGTACAGGCCCCAGAACGAAGACGAGCTGGAGCTGCGTCGATGGGGTGACAGGTGTGGACTGTCATGCATGC 
AGTGTGACGACTGGCTGGTTTGTGGGTGTCTCCCGGAGGACCCTAGAAATTCGGAACGTTCCCTGGGAAATTACG 
TTGCCCCGGTGTGAGTCGGTCTCCATGGCAACTTGAGAGCCAGCCAGGACTGGGGCTGGGNGAGCCGTGCTGGAC 
AACTTCGCTAGGGAGGAGACGACGTGAACCACCCGGGCCACATTCCTCCTTTCCCGCAGAGAACNCTTGAACGCT 
CCCAGTAGTCTTGCCAGAAGCGGGAACGCACCACGGCCAGCCCATATTTCACGCTCGGAGCCNCCCACCCACCTT 

55 CGAAAGGCCCTTCCACTGGTAACATTGACTTCTCCAACCCCCTACGGAAGGCTACAACAAGGGGCCGATTTTCCG 
CTTTCTCCCAACAGCCTCGCCTTGTTGTTCCN^ 

AAAATTACGAGAGGGGTCTTGGCCTATTTGAAAGGCNNGGGCAGGNACCCCAATTTTTC 
TTTGAGNAACCCACGGAAA 
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SEQK>NO:501 

>GL3_37D_4__ M13F Direction: anti-sense 

ACC AGTACAGGCC C CAGAACGAAGACGAGCTGGAGCTGCGCGAGGGGGACAGGGTGGATGTCATG CAGCAGTG CG 
ACGATGGCTGGTTTGTGGGTGTCTCCCGGAGGACCCAGAAATTCGGAACGTTCCCTGGAAAT^ 
5 TGTGAGTGGTCTCCATGGCAACTTGGAGCCAGCCAGGATGGGGTGGGGAGCGGTGGCACTCGTGGGAGGGAGAGG 
ACCCCCGCCACATCCCCTTCCCAGGACCTGAGCTCCCAGCATCTGCAGACGACCCCACGGCAGACCTTTTCCCTC 
GGGAACCACGACACACTCGAAAGNCCCCCTGGGACTGAGT^ 
CAACGAGGTCCCGTTTTTCAACTTTGTCCTTCNCC 

TGCATNTTGGAAGCCGGGAGAACAOTAGTTTATCCAGGGGCCGTATAATTNGAGGANA 

10 

SEQIDNO:502 

>GL3_15J_4_M13R Direction: anti- sense 

ACCAGTACAGGCCCCAGAACGAAGACGAGCTGGAGCTGCGCGAGGGGGACAGGGTGGATGTCATGCAGCAGTGTG 
ACGATGGCTGGTTTGTGGGTGTCTCCCGGAGGACCCAGT^AATTCGGAACGTTCCCTGGAAATTACGTTGCCCCGG 
15 TGTGAGTGGTCTCCATGGCAACTTGGAGCCAGCCAGGATGGGGTGGGGAGCGGTGGCACTCGTGGGAGGGAGAGG 
ACCCCCGCCACATCCTCCTTCCCCAGGACCTGAGCTCCCAGCATCTGCAGAAACTGAAAACCCCCCGGGCAAGGG 
CCCCTTTTCCCCCTTCGGGGGGAACCCCNCACCACATACAGGNAAAGANAACCCATGNGAACAGGAAAACCCAAA 
ACGANGAAAAAAAAAGNGGAATACAACCAAAAAGAA 

20 SEQIDNO:503 

>GL3_15J_3_M13R Direction: anti- sense 

ACCAGTACAGGCCCCAGAACGAAGACGAGCTGGAGCTGCGCGAGGGGGACAGGGTGGATGTCATGCAGCAGTGTG 
ACGATGGCTGGTTTGTGGGTGTCTCCCGGAGGACCCAGAAATTCGGAACGTTCCCTGGAAATTACGTTGCCCCGG 
TGTGAGTGGTCTCCATGGCAACTTGGAGCCAGCCAGGATGGGGTGGGGAGCGGTGGCACTCGTGGGAGGGAGAGG 
25 ACCCCCGCCACATCCTCCTTCCCCAGGACCTGAGCTCCCAGCATCTGCAGACGANCCCCGCAGCCTTTCCCTCGG 
ACCACACAGACTACGAAAGNNCACCGACAGGACCGGAGAACCAA 
ACG 

SEQIDNO:504 

30 >GL3_37D_2jyil3F Direction: N/A 

CACTATAGGGCGAATTGGGCCTCTAGATGCATGCTCGAGCGGCCGCCAGTGTGATGGATATCTGCAGAATTCGCC 
CTTCTCTCGGCATGGACGAGCTGTACAAGGAGGAGGCCGCCAAGGCCGGTGGCAGCGGTGGCTCCAGTGTGCTGG 
GTTCTTGCGGCTTGGGGTCTGGTCTCAATAAGGCCTGGAAATGGTCTCCGCTTCAAAGCAGACCTCTGTATTTGG 
GGAGTGGGGTGGGGAGGAAATGAAAGGGCTGTGGGAGGAATGCCTGTGAGTCGTGGGTGGGAATCAGTCCAGGGG 

35 GCTTCGAGGGGGGTCCGAGGGAAAGGCTGCGGGGGGTCGTACTGCAGATGCTGGGAGCTCAGGTCCTGGGGAAGG 
AGGATGTTGGGCGGGGGTCCTCTCCCTCCCACGAGTGCCACCGTCCCCACCCATCCTGGCTGGCTCCAAGTTTGC 
CATGGAGACCACTGACACCGGGGCAACGTAATTTTCCAGGGAACGTTCCGAATTTCTGGGTCCTCCGGGAGAACA 
CCCACAAAACCAGCATCGTTCAC^CTGCTGCAATGACATCACACCTGTCCCCTCGCGCAGCTCCAAGCTCGTACT 
TACGTTCTGGGGCCCTTGTACTTGGGTCCGGGCAGAAACCCCAGCACAAAGATGGGGTTAAGAANTAGGAATTAA 

40 AAAGGCGCGGGCCGGCATCCGAACCATAAANACATGGAAAGGGGACCTGAATAACNCAAACTTGGAACTGGATCN 
GNGACAAAGGGCGGCCGAAAATNTATCCCCAGCGNCCAACAACNATGGAGACGGGCCCGGTACCAAAGATG 

SEQ ID NO:505 

>GL3_37D_1_M13F Direction: anti-sense 
45 ACCAGTACAGGCCCCAGAACGAAGACGAGCTGGAGCTGCGCGAGGGGGACAGGGTGGATGTCATGCAGCAGTGTG 
ACGATGGCTGGTTTGTGGGTGTCTCCCGGAGGACCCAGAAATTCGGAACGTTCCCTGGAAATTACGTTGCCCCGG 
TGTGAGTGGTCTCCATGGCAACTTGGAGCCAGCCAGGATGGGGTGGGGAGCGGTGGCACTCGTGGGAGGGAGAGG 
ACCCCCGCCCACATCCTCCTTCCCCAGGACCTGAGCTCCCAGCATCTGCAGACGAACCCCGCAGCCTTTCCCTCG 
GAACCTCGAAGCGGAGAAAACAAGAAAAAGGAAAAAAGGACCCATANTAANAATAA 

50 

SEQ ID NO:506 

>GL3_15J_1_M13F Direction: N/A 

CTTGGGGTCTGGTCTCAATAAGGCCTGGAAATGGTCTCCGCTTCAAAGCAGACCTCTGTATTTGGGGAGTGGGGT 
GGGGAGGAAATGAAAGGGCTGTGGGAGGAATGCCTGTGAGTCGTGGGTGGGAATCAGTCCAGGGGGCTTCGAGGG 
55 GGGTCCGAGGGAAAGGCTGCGGGGGTCGTCTGCAGATNCTGGGAGCTCAGGTCCTGGGGAAGGAGGATGTGGGCG 
GGGGTCCTCTCCCTCCC^CGAGTGCCACCGTCCCC^CCC 
CACACCGGGGCAACGTAATTTCCAGGGAACGTTCCGAATT 

SEQIDNO:507 
60 >GIi3 15J_1 M13R Direction: anti-sense 
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ACCAGTACAGGCCCCAGAACGAAGACGAGCTGGAGCTGCGCGAGGGGGACAGGGTGGATGTCATGCAGCAGTGTG 
ACGATGGCTGGTTTGTGGGTGTCTCCCGGAGGACCCAGAAATTCGGAACGTTCCCTGGAAATTACGTTGCCCCGG 
TOTGAGTGGTCTCCATGGCAACTTGGAGCCAGCCAGGATGGGGTGGGGAGCGGTGGCACTCGTGGGAGGGAGAGG 
ACCCCCGCCCACATCCTCCTTCCCCAGGACCTGAGCTCCCAGCATCTGC^GACGACCCCCGCAGCCTTTCCCTCG 
GACCCCCCTCGAAGCCCCCTGGACTGATTCCCACCACGATC 

SEQIDNO:508 

>GL3_15J_2_M13F Direction: anti-sense 

ACCAGTACAGGCCCCAGAACGAAGACGAGCTGGAGCTGCGCGAGGGGGACAGGGGTGGATGTCATGCAGCAGTGT 

GACGATGGCTGGTTTGTGGGTGTCTCCCGGAGGACCCAGAAATTCGGAACGTTCCCTGGAAATTACGTTGCCCCG 

GTGTGAGTGGTCTCCATGGCAACTTGGAGCCAGCCAGGATGGGGTGGGGAGCGGTGGCACTCGTGGGAGGGAGAG 

GACCCCCGCCCACATCCTCCTTCCC<^CMACCTGAGCTCCaVGCATCTGCAGACGACCCCCGCAGCCTTTCCCTC 
GGACCCTCGAA " 

SEQ ID NO.509 

>GL3_15J_2_M13R Direction: sense 

CTTGGGGTCTGGTCTCAATAAGGCCTGGAAATGGTCTCCGCTTCAAAGCAGACCTCTGTATTTGGGGAGTGGGGT 
GGGGAGGAAATGAAAGGGCTGTGGGAGGAATGCCTGTGAGTCGTGGGTGGGAATCAGTCCAGGGGGCTTCGAGGG 
GGGTCCGAGGGAAAGGCTGCGGGGGTCGTCTGCAGATGCTGGGAGCTCAGGTCCTGGGGAAGGAGGATGTGGGCG 
GGGGTCCTCTCCCTCCCACGAGTGCCACCGCTCCCCACCCCATCCTGGCTGGCTCCAAGTTGCCATGGAGACCAC 
TCACACCGGGGCAACGTAATTTCC^GGGAACGTTCCGAATTTCTGGGTCCTCCGGGAGACACCCACAAACCAGCC 
ATCGTCACACTGCTGCATGACATCCACCCTGTCCCCCTCGCGCAGCTCCAGCTCGTCTTCGTTCTGGGGCCTGTA 



CTGGT 

SEQIDNO:510 

>GL3_15J_3_M13F Direction: sense 

CTTGGGGTCTGGTCTCAATAAGGCCTGGAAATGGTCTCCGCTTCAAAGCAGACCTCTGTATTTGGGGAGTGGGGT 

GGGGAGGAAATGAAAGGGCTGTGGGAGGAATGCCTGTGAGTCGTGGGTGGGAATCAGTCCAGGGGGCTTCGAGGG 

GGGTCCGAGGGAAAGGCTGCGGGGGTCGTCTGCAGATGCTGGGAGCTCAGGTCCTGGGGAAGGAGGATGTGGGCG 
GGGGTCCTCTCCCTCCCACGAGTGC 

SEQIDNO:511 

>GL3_15J_4_M13F Direction: N/A 

CTTGGGGTCTGGTCTC^TAAGGCCTGGAAATGGTCTCCGCTTCAAAGCAGACCTCTGTATTTGGGGAGTGGGGT 

GGGGAGGAAATGAAAGGGCTGTGGGAGGAATGCCTGTGAGTCGTGGGTGGGAATCAGTCCAGGGGGCTTCGAGGG 

GGGTCCGAGGGAAAGGCTGCGGGGGTCGTCTGCAGATGCTGGGAGCTCAGGTCCTGGGGAAGGAGGATGTGGGCG 

GGGGTCCTCTCCCTCCCACGAGTGCCACCGTCCCCACCCCATCCTGGCTGGCTCCAAGTTGCCATGGAGACCACT 

GACACCGGGGCAACGTAATTTCCAGGGAACGTTCCGAATTTCTGGGTCCTCCGGGAGACACCCACAAACCAGCCA 
TCGTCACAC 

SEQIDNO:512 

>GL3_15J_PCR_G3F1 Direction: N/A 

CTTGGGGTCTGGTCTCAATAAGGCCTGGAAATGGTCTCCGCTTCAAAGCAGACCTCTGTATTTGGGGAGTGGGGT 

GGGGAGGAAATGAAAGGGCTGTGGGAGGAATGCCTGTGAGTCGTGGGTGGGAATCAGTCCAGGGGGCTTCGAGGG 

GGGTCCGAGGGAAAGGCTGCGGGGGTCGTCTGCAGATGCTGGGAGCTCAGTCCTGGGGAAGGAGGATGTGGGCGG 

GGGTCCTCTCCCTCCCACAGTGCCACGTCCCCCCACCCATCCCTGGGCGTGGCTCCAAGTTGCCAGTGGAAGAAC 

ACTCACCACCCGGGGCCAACCGGTAATTTCCAAGGGAACCGGTTCCCGAAATTTCCTGGGGTCCCTCCGGGAAAA 
AACCAACAAAACAAGCCCTACGGCA ^ovrvwwui 

SEQIDNO:513 

>GL3_37B_PCR_G3F1 Direction: sense 

CTTGGGGTCTGGTCTCAATAAGGCCTGGAAATGGTCTCCGCTTCAAAGCAGACCTCTGTATTTGGGGAGTCGGGT 
GGGGAGGAAATGAAAGGGCTGTGGGAGGAATGCCTGTGAGTCGTGGGTGGGAATCAGTCCAGGGGGCTTCGAGGG 
GGGTCCGAGGGAAAGGCTGCGGGGGTCGTCTGCAGATGCTGGGAGCTCAGTCCTGGGGAAGGAGGATGTGGGCGG 
GGGTCCTCTCCCTCCCACGAGTGCCACCGCTCCCCACCCCATCCTGGCTGGCTCCAAGTTGCCATGGAGACCACT 
CACACCGGGGCAACGTAATTTCCAGGGAACGTTCCGAATTTCTGGGTCCTCCGGGAGACACCCACAAACCAGCCA 
TCGTCACACTGCTGCATGAC^TCCACCCTGTCCCCCTCGCGCAGCTCCGCTCGTCTTCGTTCTGGGGCCTGTACT 
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SEQ ID NO:514 

>GL3_37D_1_M13R Direction: sense 
^CCGCAGAAAACCCAGCACAGTGGTTAGATACGAT^ 

ACTGGACTGTCGTAATGGGGCGAATTCTTGGCAAGATTTTCCATCACACTTGCGGGGCGTCGAAG 

SEQIDNO:515 

>GL3_37D_2_M13R Direction: anti-sense 

ACCAGTACAGGCCCCAGAACGAAGACGAGCTGGAGCTGCGCGAGGGGGACAGGGTGGATGTCATGCAGCAGTGTG 
ACGATGGCTGGTTTGTGGGTGTCTCCCGGAGGACCC^GAAATTCGGAACGTTCC 

^™ AG ^ TCTCCATGG ^^ 

ACCCCCGCCACATTCTCCTTTCCCCAC^CCTGAGCTCCCAGCATCTGCAGACGAACCCcS 

SEQIDNO:516 

>GL3_37D_3_M13R Direction: N/A 

AGACCACTCACACCGGGGCAACGTAATTTCCAGGGAACGTTCCGAATTTCTGGGTCCTCCGGGAtS 

SEQIDNO:517 

>GL3_37D_4_M13R Direction: sense 
SEQIDNO:518 

>GL3_3 7D_PCR_G3P1 Direction: sense 

tggggaggaaatgaaagggctgtgggaggaatgcctgtgagtcgtgggtgggaatcagtccagggggcitcga^g 

S g ^ cc ^ tccctcccacgagtgccaccgctccccaccccat 

^ cactcctgcatgacatccaccctgtccccctcgcg ^ g ^ 

TC^CAAACCCAGCACAGTGGTTAG^^ 
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3CACCTTCAA 
3GAAAAAGTA 



======== 

GACAATGTCTGGACGGAAGAGTCCTGGAACCAGTTTCTGC^GaAACTAaAG^I ^^^^^^^^ 



CGTCAACCCCQGCTCCGGCTCTGTGACC^CGGCCCCCAGCTCCCC^CGTCTCCCCGCCT 
CCCGCTCAGCCCGTCACCCCAGCTCCCCCTCAGCCCTGCGCAGCCCAGCTGACCC?^^ 

ACGGGGTTCCTCTAACCAGAACCAGCTTCCTAGCCTCGTAGAGACCAAAGGCCGCCCCCGCCT^^ 
TTCCTCCCAGCACCCCSU3CTTGCTGGCTGCCCTCTTTGCCTTCTGGCCTCCAGCTGGG 



CCAGCCCCACATCCCCTCTGGAAGAGAATGTAAAATA^CCTGGACACAAGGGCGTTCGT 

SEQ ID NO:520 

mIlii,nf^ 5| r» ef|NP -°? 5766 - 21 Vinexin beta ^-containing adaptor 
molecule-l) [Horao sapiens] em^uM*. 

MOGPPRSLRAGLSLDDFIPGHLQSHIGSSSRGTRVPVIRNGGSNTLNPQFHDPAPRTVCNGGYTPRRDAS 

DPJRDWYPJ^FQQIHPJCMPDLQLDWTFEEPPRDPRHLGAQQPJAHRPGPATSSSGRSVTO^ 
YRPGAFSTVIiQPSNQVLRRREKVDNVWTEESV^QFIiQELETGQRPKKPLV 

I^FVYPSSTRDPSASNGGGSPARREEKKWCAARLKFDFQAQSPKELTLQKGMWI 
EraGRLGIFPANYVEVLPADEIPKPIKPPTYQVLEYGEAVAaY?^ 

^GRITGTGRQGIFPASYVQVSREPRUU.CDTOPQLPTSPRLTAAARSAPJJPS^ 

Qtsprrtgfsfptqeprpqtqnlgtpgpalshsrgpshpi^lgtsspn^^ 

LELREGDRVDVMQQCDDGWFVGVSRRTQKFGTFPGNYVAPV J-byXHWTPYRAMYQYRPQNEDE 

SEQ ID NO: 521 

ST^l'lieO 01 " 0 8aP±enS fatty aCid deSatur *^ 2 (FADS 2 )) NM _004 265 .2 

si sllllltctl gc^gagg 9 SSSX ^r a9CC9a ggcccgggct 
ni a^-^ggaggc agccgtctgt gcagcgagca gccggcgcgg ggaggccaca 

21 Sc aaoc ^ tcaca 9 tc 3gcaggcagc atggggaagg gaggJaLo 9 Sgcgagggg 
11, It 11 ^ 9 9 c 9 a 9g fc 3tc ggtgcccacc ttcagctggg aggagattca gaagca?aac 

m SS2S 5SS2K C9caag f t? aSaLtcac i-SSS 

361 gccttccgcg cSteScec foSSS! g 9 9Cactac 9 ctggagaaga tgcaacggat 
421 attaotoLr coccceacee tgacctggaa ttcgtgggca agttcttgaa acccctgctg 
421 attggtgaac tggccccgga ggagcccagc caggaccacg gcaagaactc aaagatcac? 
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481 gaggacttcc gggccctgag gaagacggct gaggacatga acctgttcaa gaccaaccac 
541 gtgttcttcc tcctcctcct ggcccacatc atcgccctgg agagcattgc atggttcact 
601 gtcttttact ttggcaatgg ctggattcct accctcatca cggcctttgt ccttgctacc 
661 tctcaggccc aagctggatg gctgcaacat gattatggcc acctgtctgt ctacagaaaa 
5 721 cccaagtgga accaccttgt ccacaaattc gtcattggcc acttaaaggg tgcctctgcc 

781 aactggtgga atcatcgcca cttccagcac cacgccaagc ctaacatctt ccacaaggat 
841 cccgatgtga acatgctgca cgtgtttgtt ctgggcgaat ggcagcccat cgagtacggc 
901 aagaagaagc tgaaatacct gccctacaat caccagcacg aatacttctt cctgattggg 
961 ccgccgctgc tcatccccat gtatttccag taccagatca tcatgaccat gatcgtccat 

10 1021 aagaactggg tggacctggc ctgggccgtc agctactaca tccggttctt catcacctac 

1081 atccctttct acggcatcct gggagccctc cttttcctca acttcatcag gttcctggag 
1141 agccactggt ttgtgtgggt cacacagatg aatcacatcg tcatggagat tgaccaggag 
1201 gcctaccgtg actggttcag tagccagctg acagccacct gcaacgtgga gcagtccttc 
1261 ttcaacgact ggttcagtgg acaccttaac ttccagattg agcaccacct cttccccacc 

15 1321 atgccccggc acaacttaca caagatcgcc ccgctggtga agtctctatg tgccaagcat 

1381 ggcattgaat accaggagaa gccgctactg agggccctgc tggacatcat caggtccctg 
1441 aagaagtctg ggaagctgtg gctggacgcc taccttcaca aatgaagcca cagcccccgg 
1501 gacaccgtgg ggaaggggtg caggtggggt gatggccaga ggaatgatgg gcttttgttc 
1561 tgaggggtgt ccgagaggct ggtgtatgca ctgctcacgg accccatgtt ggatctttct 

20 1621 ccctttctcc tctccttttt ctcttcacat ctcccccata gcaccctgcc ctcatgggac 

1681 ctgccctccc tcagccgtca gccatcagcc atggccctcc cagtgcctcc tagccccttc 
1741 ttccaaggag cagagaggtg gccaccgggg gtggctctgt cctacctcca ctctctgccc 
1801 ctaaagatgg gaggagacca gcggtccatg ggtctggcct gtgagtctcc ccttgcagcc 
1861 tggtcactag gcatcacccc cgctttggtt cttcagatgc tcttggggtt cataggggca 

25 1921 ggtcctagtc gggcagggcc cctgaccctc ccggcctggc ttcactctcc ctgacggctg 

1981 ccattggtcc accctttcat agagaggcct gctttgttac aaagctcggg tctccctcct 
2041 gcagctcggt taagtacccg aggcctctct taagatgtcc agggccccag gcccgcgggc 
2101 acagccagcc caaaccttgg gccctggaag agtcctccac cccatcacta gagtgctctg 
2161 accctgggct ttcacgggcc ccattccacc gcctccccaa cttgagcctg tgaccttggg 

30 2221 accaaagggg gagtccctcg tctcttgtga ctcagcagag gcagtggcca cgttcaggga 

2281 ggggccggct ggcctggagg ctcagcccac cctccagctt ttcctcaggg tgtcctgagg 
2341 tccaagattc tggagcaatc tgacccttct ccaaaggctc tgttatcagc tgggcagtgc 
2401 cagccaatcc ctggccattt ggccccaggg gacgtgggcc ctgcaggctg caggagggca 
2461 ctggagctgg gaggtctcgt cccagccctc cccatctcgg ggctgctgtg tggacggcgc 

35 2521 tgcctcaggc actctcctgt ctgaacctgc ccttactgtg tttaacctgt tgctccagga 

2581 tgcattctga taggaggggg cggcagggct gggccttgtg acaatctgcc tttcaccaca 
2641 tggccttgcc tcggtggccc tgactgtcag ggagggccag ggaggcagag cgggagggag 
2701 tctcaggagg aggctgccct gaggggctgg ggagggggta cctcatgagg accagggtgg 
2761 agctgagaag aggaggaggt gggggctgga ggtgctggta gctgagggga cgggcaagtg 

40 2821 agaggggagg gagggaagtc ctgggaggat cctgagctgc tgttgcagtc taacccacta 

2881 atcagttctt agattcaggg gaagggcagg caccaacaac tcagaatggg ggctttcggg 
2941 gagggcgcct agtcccccca gctctaagca gccaggaggg acctgcatct aagcatctgg 
3001 gttgccatgg caatggcatg ccccccagct actgtatgcc cccgaccccc gcagaggcag 
3061 aatgaaccca tagggagctg atcgtaatgt ttatcatgtt acttccccac ccctacattt 

45 3121 tttgaaataa aataaggaat tttattctc 

SEQ ID NO:522 

NP_004256 (fatty acid desaturase 2; linoleoyl-CoA desaturase (delta-6- 
desaturase) -like 2; delta-6 fatty acid desaturase) [Homo 
50 sapiens] .NP_0 04 2 5 6.1 GI:4758334 

1 mgkggnqgeg aaerevsvpt fsweeiqkhn Irtdrwlvid rkvynitkws iqhpggqrvi 
61 ghyagedatd afrafhpdle fvgkflkpll igelapeeps qdhgknskit edfralrkta 
121 edmnlfktnh vffllllahi ialesiawft vfyfgngwip tlitafvlat sqaqagwlqh 
181 dyghlsvyrk pkwnhlvhkf vighlkgasa nwwnhrhfqh hakpnifhkd pdvnmlhvfv 
55 241 lgewqpieyg kkklkylpyn hqheyfflig ppllipmyfq yqiimtmivh knwvdlawav 

301 syyirffity ipfygilgal lflnfirfle shwfvwvtqm nhivmeidqe ayrdwfssql 
361 tatcnveqsf fndwfsghln fqiehhlfpt mprhnlhkia plvkslcakh gieyqekpll 
421 ralldiirsl kksgklwlda ylhk 
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SEQ ID NO:523 

iKS^l^.SgS; dSlta ' 6 ^ «««« «1 , 

5 « cttcgcttcc ctcggggtct tgctcggacc tcggccaccg cctgggatcc ccaggactcg 

iS SSSSSE atgggcggcg tcggggagcc gggaccgcgg gagggacccg cgcagccggl 
Si SteSSSSS C = CaCCttct g^99gagca gatccgcgcg cacgaccagc ccggcgalal 
181 gtggctggtc atcgagcgcc gcgtctacga catcagccgc tgggcacagc ggcacccagg 
241 gggcagccgc ctcatcggcc accacggcgc tgaggacgcc acggatgcct tccgtgcctt 
10 III ^ atCaagat ctcaattttg tgcgcaagtt cctacagccc ctgltgattg gagfgctggc 

III 22SS"S cccagccagg atggacccct gaatgcgcag ctggtcgagg ac?tccgagc 
421 cctgcaccag gcagccgagg acatgaagct gtttgatgcc agtcccacct tctttgcttt 
481 cctactgggc cacatcctgg ccatggaggt gctggcctgg ctccttatct acctcctggg 
541 tcctggctgg gtgcccagtg ccctggccgc cttcatcctg gccatctctc aggctcagtc 
15 til ctggtgtctg cagcatgacc tgggccatgc ctccatcttc aagaagtcct ggtggaacca 

661 cgtggcccag aagttcgtga tggggcagct aaagggcttc tccgcccact ggtggaactt 
721 ccgccacttc cagcaccacg ccaagcccaa catcttccac aaagacccag acgtgacggt 
III ttcctcct 99 g3gagtcatc cgtcgagtat ggcaagaaga aacgcagaL 

Tol lltlt^ aacca 9 ca 9 c acctgtactt cttcctgatc ggcccgccgc tgctcaccct 
20 III gg * gaacttt gaagtggaaa atctggcgta catgctggtg tgcatgcagt gggcggattt 

, Sctctgggcc gccagcttct atgcccgctt cttcttatcc tacctcccct tcLcggcgt 
loll SSSST 9 C ^ gctCttct "gttgctgt cagggtcctg gaaagccact ggttcg?g?g 
1081 gatcacacag atgaaccaca tccccaagga gatcggccac gagaagcacc gggactgggt 
1141 cagctctcag ctggcagcca cctgcaacgt ggagccctca cttttcacca ZHggttSg 
25 llll Cgggcacctc aacttccaga tcgagcacca cctcttcccc aggatgccga gacacaacta 

25 1261 cagccgggtg gccccgctgg tcaagtcgct gtgtgccaag cacggcctL gctacgaagt 

1321 gaagcccttc ctcaccgcgc tggtggacat cgtcaggtcc ctgaagaagt ctggtgacat 
1381 ctggctggac gcctacctcc atcagtgaag gcaacaccca ggcgggcaga gaagggctca 
1441 gggcaccagc aaccaagcca gcccccggcg ggatcgatac ccccacccct ccactggcca 
30 llll g ° c ^ gggggt gcactgcctg ccctcctggt actgttgtct tcccctcggc cccctcacat 

1151 g ^ gtafctcag cagccctatg gccttggctc tgggcctgat gggacagggg tagagggaag 
1621 gtgagcatag cacattttcc tagagcgaga attgggggaa agctgttatt tttatattaa 
1681 aatacattca gatgtaaaaa aaaaa 

SEQ ID NO:524 

35 5^486836i delta " 6 fatty 3Cid dSSatUraSe > C Homo sapiens]. AAD31282.1 

1 mggvgepgpr egpaqpgapl ptfcweqira hdqpgdkwlv ierrvydisr waqrhpggsr 
61 lighhgaeda tdafrafhqd lnfvrkflqp lligelapee psqdgplnaq lvedf?alha 

40 III *?T* lfda f T £fa l 119 hilam - la " niyiig?gw JpJJLE? 5E££5 

III f?? lghas;Lf Wcfwwnhvaq kfvmgqlkgf sahwwnfrhf qhhakpnifh kdpdvtvapv 

241 fllgessvey gkkkrrylpy nqqhlyf fli gpplltlvnf evenlaymlv cmqwadllwa 

301 asfyarffls ylpfygvpgv llffvavrvl eshwfvwitq mnhipkeigh ekhrdwssq 

III ^ aa ^ c ^Y e P s Iftnwfsghl nfqiehhlfp rmprhnysrv aplvkslcak hglsyevkpf 

4 ^ 421 ltalvdivrs lkksgdiwld aylhq 
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